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SEQUENCE LISTING 

(1) GENERAL INFORMATION : 

(i) APPLICANT: 

(A) NAME : GENSET SA 

(B) STREET :2<1, RUE ROYALE 

(C) CITY: PARIS 

(E) COUNTRY : PRANCE 

(F) POSTAL CODE (ZIP) : 75008 

(ii) TITLE OF INVENTION: 5* ESTs FOR SECRETED PROTEINS 

EXPRESSED IN MUSCLE AND OTHER MESODERMAL TISSUES 

(iii) NUM3ER OF SEQUENCES: 573 



(v) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Floppy Disk 

(B) COMPUTER: IBM Pc" compatible 

(C) OPERATING SYSTEM: Win95 

(D) SOFTWARE: Word 



(2) INFORMATION FOR SEQ ID NO: 1: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 47 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 

(ix) FEATURE: 

(A) NAME/KEY: Cap 

(B) LOCATION: 1 

(D) OTHER INFORMATION: m7Gppp added to 1 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1; 



GGCAUCCUAC UCCCAUCCAA UUCCACCCUA ACUCCUCCCA UCUCCAC 



(2) INFORMATION FOR SEQ ID NO: 2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 46 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 



HCAUCCUACU CCCAUCCAAU UCCACCCUAA CUCC'JCCCAU c . :c.yj 
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(2) INFORMATION FOR SEQ ID NO: 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 



ATCAAGAATT CGCACGAGAC CATTA 



(2) INFORMATION FOR SEQ ID NO: 4: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 25 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 



TAATGGTCTC GTGCGAATTC TTGAT 



(2) INFORMATION FOR SEQ ID NO: 5: 

(i) SEQUENCE CHARACTERISTICS: 

{A} LENGTH: 25 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5 



CCGACAAGAC CAACGTCAAG GCCGC 



(2) INFORMATION FOR SEQ ID NO: 6: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: € 

TCACCAGCAG GCAGTGGCTT AGGAG 



(2) INFORMATION FOR SEQ ID NO: 7; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 ba.se pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : SINGLE 
(Q) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7: 



AGTGATTCCT GCTACTTTGG ATGGC 



(2) INFORMATION FOR SEQ ID NO: 8: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

. (BJ TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NC : 3: 



GCTTGGTCTT GTTCTGGAGT TTAGA 



(2) INFORMATION FOR SEQ ID NO: 9: 

(i) SEQUENCE CHARACTERISTICS: 

■ (A) LENGTH: 25 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : SINGLE 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acic 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9: 



TCCAGAATGG GAGACAAGCC AATTT 



(2) INFORMATION FOR SEQ ID NO: 10: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi> SEQUENCE DESCRIPTION: SEQ ID NO: 10 



AGGGAGGAGG AAACAGCGTG AGTCC 



(2) INFORMATION FOR SEQ ID NO: 11: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 25 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11: 



ATGGGAAAGG AAAAGACTCA TATCA 



(2) INFORMATION FOR SEQ ID NO: 12: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12: 



AGCAGCAACA ATCAGGACAG CACAG 



(2) INFORMATION FOR SEQ ID NO: 13: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : Other nucleic acid 
(xi> SEQUENCE DESCRIPTION: SEQ ID NO: 13: 
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ATCAAGAATT CGCACGAGAC CATTA 



(2) INFORMATION FOR SEQ 10 NO: H: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 67 base pairs 

(9) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14: 



ATCGTTGAGA CTCGTACCAG CAGAGTCACG AGAGAGACTA CACGGTACTG GTTTTTTTTT 60 
TTTTTVN (--, 



(2} INFORMATION FOR SEQ ID NO: 15: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 29 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 16: 



CCAGCAGAGT CACGAGAGAG ACTACACGG 



(2) INFORMATION FOR SEQ ID NO: 16: 

(ii SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 
(9) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 16: 



CACGAGAGAG ACTACACGGT ACTGG 



(2) INFORMATION FOR SEQ ID NO: 17: 
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(ii SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 526 base pairs 
(3) TYPE: NUCLEIC ACID. 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Lymph ganglia 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 2 6 1 . . 37 6 ) 

(C) IDENTIFICATION METHOD: biastn 
{D) OTHER INFORMATION : identity 96 

region 166 . .281 
id N7047S 
est 



(ix) FEATURE: 

(A) NAME /KEY: other 

(5) LOCATION: complement ( 380 4 8 6 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 97 

region 54 . . 160 
id N70479 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 110 145) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 94 

region 403. .433 

id N70479 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(5) LOCATION: complement (195. .229) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 91 

region 31: .348 

id N70479 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 90.. 140 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.2 

seq LLLITAILAVAVG/FP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 17: 

AATATRARAC AGCTACAATA TTCCAGGGCC ARTCACTTCC CATTTCTCAT AACAGCGTCA 60 
GAGAGAAAGA AC TG ACT GAR ACGTTTGAG ATG AAG AAA GTT CTC CTC CTG ATC m 
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Met Lys Lys Val Leu Leu Leu lie 
-15 -10 

ACA GCC ATC TTG GCA GTG GCT GTW GGT TT.C CCA GTC TCT CAA GAC CAG 161 
Thr Ala IleLeuAla Val Ala Val Gly-Phe Pro Val Ser Gin Asp Gin 
-5 1 5 

GAA CGA GAA AAA AGA AGT ATC AGT GAC AGC GAT GAA TTA GCT TCA GGR 209 
Glu Arg Glu Lys Arg Ser lie Ser Asp. Ser Asp Glu Leu Ala Ser Gly 
10 15 20 

WTT TTT GTG TTC CCT TAC CCA TAT CCA TTT CGC CCA CTT CCA CCA ATT • 2 57 
Xaa Phe Val Phe Pro Tyr Pro Tyr Pro Phe Arg Pro Leu Pro Pro lie 
25 30 35 

CCA TTT CCA AGA TTT CCA TGG TTT AGA CGT AAN TTT CCT ATT CCA ATA 305 
Pro Phe Pro Arg Phe Pro Trp Phe Arg Arg Xaa Phe Pro lie Pro lie 
40 45 50 55 

CCT GAA TCT GCC CCT ACA ACT CCC CTT CCT AGC GAA AAG TAAACAARAA 354 
Pro Glu Ser Ala Pro Thr Thr Pro Leu Pro Ser Glu Lys 
60 65 

GGAAAAGTCA CRATAAACCT GGTCACCTGA AATTGAAATT GAGCCACTTC CTTGAARAAT 414 

CAAAATTCCT GTTAATAAAA RAAAAACAAA TGTAATTGAA ATAGCACACA GCATTCTCTA 4 74 

GTCAATATCT TTAGTGATCT TCTTTAATAA ACATGAAAGC AAAAAAAAAA AA 52 6 



(2) INFORMATION FOR SEQ ID NO: 18: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 17 amino acids 
(3) TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(ix) FEATURE: 

(A) NAME /KEY : sigjpeptide 

(B) LOCATION: 1..17 

(C) IDENTIFICATION METHOD: von Heijne matrix 
{ D) OTHER INFORMATION: score 8.2 

seq LLLITAILAVAVG/FP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13: 



Met Lys Lys Val Leu Leu Leu He Thr Ala He Leu Ala Val Ala Val 
15 10 15 



Glv 



(2) IK FORMATION FOR SEQ ID NO: 19: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 822 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

{ii> MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal' 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 

(BJ LOCATION: 260. .464 

(C) IDENTIFICATION METHOD: biastn 

(DJ OTHER INFORMATION: identity 96 

region 15 3,. 357 

id H57434 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 118.. 184 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 93 

region 98 . . 164 
id H57434 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 56. .113 

(C) IDENTIFICATION METHOD: biastn 
(DJ OTHER INFORMATION: identity OS 

region 35 . . 92 
id H57434 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 454. .485 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 34G . . 379 

id H57434 

est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 118.. 545 

(C) IDENTIFICATION METHOD : biastn 

(D) OTHER INFORMATION: identity 93 

region 1 . .4 28 
id M27248 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
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(B) LOCATION: 65. .369 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity } . 

region 4 1 . .345 
id H94779 
est 

<ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 61., 399 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 6 . .34 4 
id H09880 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 4 08.. 4 58 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 355 . .405 
id H09830 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 60. . 399 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 56 . . 395 
id K29351 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 393. .432 

.(C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 50 

region 391 . .430 

id H29351 

est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 346.. 408 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

seq SFLPSALVIWTSA/AF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 19: 

ACTCCTTTTA GCATAGGGGC TTCGGCGCCA GCGGCCAGCG CTAGTCGGTC TGGTAAGTGC 60 

CTGATGCCGA GTTCCGTCTC TCGCGTCTTT TCCTGGTCCC AGGCAAAGCG GASGNAGATC 120 

CTCAAACGGC CTAGTGCTTC GCGCTTCCGG AGAAAATCAG CGGTCTAATT AATTCCTCTG 13 0 

GTTTGTTGAA GCAGTTACCA AGAATCTTCA ACCCTTTCCC ACAAAAGCTA A7TGAGTACA 24 0 
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CGTTCCTGTT. GAGTACACGT TCCTGTTGAT TTACAAAAGG TGCAGGTATG AGCAGGTCTG 300 

AAGACTAACA TTTTGTGAAG TTGTAAAACA GAAAACCTGT TAGAA ATG TGG TGG TTT 357 

Met Trp Trp Phe 
-20 

CAG CAA GGC CTC AGT TTC CTT CCT TCA GCC CTT GTA ATT TGG ACA TCT 4 05 

Gin Gin Gly Leu Ser Phe Leu Pro Ser Ala Leu Val He Trp Thr Ser 
~ 15 -10 - 5 

GCT GCT TTC ATA TTT TCA TAG ATT ACT GCA GTA ACA CTC CAC CAT ATA 4 53 

Ala Ala Phe lie Phe Ser Tyr He Thr Ala Val Tar Leu His His lie 
1-5 io 15 

GAC CCG GCT TTA CCT TAT ATC AGT GAC ACT GGT ACA GTA GCT CCA RAA 501 
Asp Pro Ala Leu Pro Tyr lie Ser Asp Thr Gly T.nr Val Ala Pro Xaa 
20 25 30 

AAA TGC TTA TTT GGG GCA ATG CTA AAT ATT GCG GCA GTT TTA TGT CAA 54 9 

Lys Cys Leu Phe Gly Ala Met Leu Asn lie Ala Ala Val Leu Cys GUi 
35 40 45 

AAA TAGAAATCAG GAARATAATT CAACTTAAAG AAKTTCATTT CATGACCAAA 60"? 
Lys 

CTCTTCARAA ACATGTCTTT ACAAGCATAT CTCTTGTATT GCTTTCTACA CTGTTGAATT 662 

GTCTGGCAAT ATTTCTGCAG TGGAAAATTT GATTTARMTA GTTCTTGACT GATAAATATG 722 

GTAAGGTGGG CTTTTCCCCC TGTGTAATTG GCTACTATGT CTTACTGAGC CAAGTTGTAW 7 82 

TTTGAAATAA AATGATATGA GAG T GAC AC A AAAAAAAAAA g 22 



(2) INFORMATION FOR SEQ ID NO: 20: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii? MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 1..21 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

seq SFLPSALVIWTSA/AF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 20: 



Met Tr? Trp Phe Gin Gin Gly Leu Ser Phe Leu Pro Ser Ala Leu Val 
1 5 io 15 
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lie Trp Thr Ser Ala 
20 



(2) INFORMATION FOR SEQ ID NO: 21: 

{if SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 405 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Testis 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 103 . . 399 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 1 . . 296 
id AA442393 
esz 

{ix} FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 185.. 295 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(DJ OTHER INFORMATION: score 5.9 

seq LSYASSALSPCLT/AP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 21: 



ATCACCTTCT TCTCCATCCT TSTCTGGGCC AGTCCCCARC CCAGTCCCTC TCCTGACCTG 

CCCAGCCCAA GTCAGCCTTC AGCACGCGCT TTTCTGCACA CAGATATTCC AGGCCTACCT 

GGCATTCCAG GACCTCCGMA ATGATGCTCC AGTCCCTTAC AAGCGCTTCC TGGATGAGGG 

TGGC ATG GTG CTG ACC ACC CTC CCC TTG CCC TCT GCC AAC AGC CCT GTG 
Met Val Leu Thr Thr Leu Pro Leu Pro Ser Ala Asn Ser Pro Val 
-35 -30 -25 

.AAC ATG CCC ACC ACT GGC CCC AAC AGC CTG ACT TAT GCT AGC TCT GCC 
Asn Met Pro Thr Thr Gly Pro Asn Ser Leu Ser Tyr Ala Ser Ser Ala 
-20 ' -15 -io 

CTG 7CC CCC TGT CTG ACC GCT CCA AAK TCC CCC CCC CTT GCT ATG ATG 
Leu Ser Pro Cys Leu Thr Ala Pro Xaa Ser Pro A:.' Leu Ala Met Met 
~ Tj 1 5 io 

CCT GAC AAC TAAATATCCT TATCCAAATC AATAAARWRA RAATCCTCCC TCCARAAGGG 
Pro Asp Asn 



60 
120 
180 
229 

277 

325 

334 



7T7CTAAAAA CAAAAAAAAA A 



405 
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(2) INFORMATION FOR SEQ ID NO: 22: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 37 amino acids 

(B) TYPE: AMINO ACID . 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

{vi> ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

<ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 1..37 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.9 

seq LSYAS3ALSPCLT/AP 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 22: 



Met Val Leu Thr Thr Leu Pro Leu Pro Ser Ala Asn Ser Pro Val Asn 
15 10 15 

Met Pro Thr Thr Gly Pro Asn Ser Leu Ser Tvr Ala Ser Ser Ala Leu 
20 25 * 30 

Ser Pro Cys Leu Thr 
35 



(2) INFORMATION FOR SEQ ID NO: 23: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 496 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Cancerous prostate 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 149. .331 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 1 . . 183 
id AA397994 
est 

(ix) FEATURE: 

•AJ NAME/KEY: other 
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( 6 ) LOCATION: 323.. 485 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : . identity 96 

region 179 . . 336 
id AA397994 
est 

<ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 182 . .496) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 14 . . 328.. 
id AA399680 
est 

(ix) FEATURE: 

' (A) NAME/KEY: sig_peptide 

(B) LOCATION: 196.. 240 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

seq ILSTV:.\LTFAXA/LD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 23: 



AAAAAATTGG 


TCCCAGTTTT CACCCTGCCG 


CAGGGCTGGC TGGGGAGGGC AGCGGTTTAG 


60 


ATTAGCCGTG 


GCCTAGGCCG TTTAACGGGG 


TGACACGAGC NTGCAGGGCC GAGTCCAAGG 


120 


CCCGGAGATA 


GGACCAACCG TCAGGAATGC 


GAGGAATGTT TTTCTTCGGA CTCTATCGAG 


180 


GCACACAGAC 


AGACC ATG GGG ATT CTG 
Met Gly lie Leu 


TCT ACA GTG AC A GCC TTA ACA TTT 
Ser Thr Val Thr Ala Leu Thr Phe 


231 



-15 -10 -5 

GCC ARA GCC CTG GAC GGC TGC AGA AAT GGC ATT GCC CAC CCT GCA , AGT 279 

Ala Xaa Ala Leu Asp Gly Cys Arg Asn Gly He Ala His Pro Ala Ser 

1 5 10 

GAG AAG CAC AGA CTC GAG AAA TGT AGG GAA CTC GAG ASC ASC CAC TCG 32 7 

Glu Lys His Arg Leu Glu Lys Cys Arg Glu Leu Glu Xaa Xaa His Ser 

15 20 25 

GCC CCA GGA TCA ACC CAS CAC CGA AGA AAA ACA ACC AGA AGA AAT TAT 37 5 

Ala Pro Gly Ser Thr Xaa His Arg Arg Lys Thr T:ir Aro Arg Asn Tyr 

30 35 40 " 45 

TCT TCA GCC TGAAATGAAK CCGGGATCAA ATGC7TGCTG ATCARAGCCC ATATTTAAAT 4 34 
Ser Ser Ala 



7GGAAAAGTC AAA7TGASCA T7 ATT AAA! A AAGCTTGTTT AATATGTCTC AAACAAAAAA 4 94 
AA 496 



(2) INFORMATION FOR SEQ ID NO: 24: 
(i) SEQUENCE CHARACTERISTICS: 
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. (A) LENGTH: 15 amino acids 
(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE-: 

(A) ORGANISM: Homo Sapiens 

(ix) FEATURE; 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 1. . 15 
- (C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.5 

seq ILSTVTALTFAXA/LD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 24: 



Met Giy lie Leu Ser Thr Val Thr Ala Leu Thr Phe Ala Xaa Ala 
15 10 is 



(2) INFORMATION FOR SEQ ID NO: 25: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 623 base pairs 

(B) TYPE: NUCLEIC ACID 
{CI STRANDEDNESS: DOUBLE 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Testis 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: 4 9.. 96 

(CJ IDENTIFICATION METHOD: Von Heijne matrix. 
[D] OTHER INFORMATION: score 10.1 

seq LVLTLCTLP LAVA / S A 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 25: 

AAAGATCCCT GCAGCCCGGC AGGAGAGAAG GCTGAGCCTT CTGGCGTC ATG GAG AGG 

Met Glu Arg 
-15 

CTC GTC CTA ACC CTG TGC ACC C7C CCG CTG GCT GTG GCG TCT GCT GGC 
Leu Val Leu Thr Leu Cys Thr Leu Pro Leu Ala Val Ala Ser Ala Gly 
-10 -5 l 

TGC GCC ACG ACG CCA GCT CGC AAC CTG AGC TGC TAC CAG TGC TTC AAG 
Cys Ala Thr Thr Pro Ala Arg Asn Leu Ser Cys Tyr Gin Cvs Phe Lys 
5 10 is 

GTC AGC AGC TGG ACG GAG TGC CCG CCC ACC TGG TGC AGC CCG CTG GAC 
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Val Ser Ser Trp Thr Glu Cys Pro Pro Thr Trp Cvs Ser Pro Leu Asp 
20 25 30 35 F 

CAA GTC TGC ATC TCC AAC GAG GTG GTC GTC TCT TTT- AAA TGG AGT GTA 24 9 

Gin Val Cys He Ser Asn Glu Val Val Val Ser Phe Lys Trp Ser Val 
40 45 50 

CGC GTC CTG CTC AGC AAA CGC TGT GCT CCC AGA TGT CCC AAC GAC AAC 2 97 

Arg Val Leu Leu Ser Lys Arg Cys Ala Pro Arg Cys Pro Asn Aso Asn 
55 60 65 

ATG AAK TTC GAA TGG TCG CCG GCC CCC ATG GTG CAA GGC GTG ATC ACC 34 5 

Met Xaa Phe Glu Trp Ser Pro Ala Pro Met Val Gin Gly Val He Thr 
70 75 80 

AGG CGC TGC TGT TCC TGG GCT CTC TGC AAC AGG GCA CTG ACC CCA CAG 393 
Arg Arg Cys Cys Ser Trp Ala Leu Cys Asn Arg Ala Leu Thr Pro Gin 
85 '90 95 

GAG GGG CGC TGG GCC CTG CRA GGG GGG CTC CTG CTC CAG GAC CCT TCG 441 
Glu Gly Arg Trp Ala Leu Xaa Gly Gly Leu Leu Leu Gin Asp Pro Ser 
100 105 no 11S 



AGG GGC ARA AAA ACC TGG GTG CGG CCA CAG CTG GGG CTC CCA CTC TGC 
Arg Gly Xaa Lys Thr Trp Val Arg Pro Gin Leu G'.v Leu Pro Leu Cys 
120 125 130 



489 



CTT CCC AWT TCC AAC CCC CTC TGC CCA RGG GAA ACC CAG GAA GGA 534 
Leu Pro Xaa Ser Asn Pro Leu Cys Pro Xaa Glu Thr Gin Glu Gly 
135 140 145 

TAACACTGTG GGTGCCCCCA CCTGTGCATT GGGACCACRA CTTCACCCTC TTGGARACAA 594 
TAAACTCTCA TGCCCCCAAA AAAAAAAAA 623 



(2) INFORMATION 1 FOR SEQ ID NO: 26: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 amino acids 
{3} TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 1 . . 16 

(C) IDENTIFICATION lMETHOD: Von Heiir.s matrix 
(0) OTHER INFORMATION: score 10.1 

seq LVLTLCTLPLAVA/SA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 25: 



Met Glu Arg Leu Val Leu Thr Leu Cys Thr Leu Pro Leu Ala Val Ala 
15 10 L5 
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(2) INFORMATION FOR SEQ ID NO: 27: 

(i) SEQUENCE) CHARACTERISTICS: 

(A) LENGTH: 848 base .pairs 
(E) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDMA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(D)- DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 32.. 73 

(C) IDENTIFICATION METHOD: Vnn Heijne matrix 

(D) OTHER INFORMATION: score 10. 1 

seq LWLLFFLVTAIHA/EL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 27: 

AACTTTGCCT TGTGTTTTCC ACCCTGAAAG A ATG TTG TGG CTG CTC TTT TTT CTG 55 

Met Leu Trp Leu Leu Phe Phe Leu 
-10 

GTG ACT GCC ATT CAT GCT GAA CTC TGT CAA CCA GGT GCA GAA AAT GCT 103 
Val Thr Ala He His Ala Glu Leu Cys Gin Pro Gly Ala Glu Asn Ala 
-5 15 10 

TTT AAA GTG AGA CTT AGT ATC AGA ACA GCT CTG GGA GAT AAA GCA TAT 151 
Phe Lys Val Arg Leu Ser He Arg Thr Ala Leu G3 v Asp Lys Ala Tyr 

".I* 20 * 25 

GCC TGG GAT ACC AAT GAA GAA TAC CTC TTC AAA GCG ATG GTA GCT TTC 199 
Ala Trp Asp Thr Asn Glu Glu Tyr Leu Phe Lys Ala Met Val Ala Phe 
30 35 40 

TCC ATG AGA AAA GTT CCC AAC AGA GAA GCA ACA GAA ATT TCC CAT GTC 247 
Ser Met Arg Lys Val Pro Asn Arg Glu Ala Thr Glu He Ser His Val 
45 50 55 

CTA CTT TGC AAT GTA ACC CAG AGG GTA TCA TTC TGG TTT GTG GTT ACA 295 
Leu Leu Cys Asn Val Thr Gin Arg Val Ser Phe Trp Phe Val Val Thr 
60 65 70 

GAC CCT TCA AAA AAT CAC ACC CTT CCT GCT GTT GAG GTG CAA TCA GCC 34 3 

Asp Pro Ser Lys Asn His Thr Leu Pro Ala Val Glu Val Gin Ser Ala 
75 80 85 90 

ATA AGA ATG AAC AAG AAC CGG ATC AAC AAT GCC TTC TTT CTA AAT GAC 391 
He Arg Met Asn Lys Asn Arg He Asn Asn Ala Phe Phe Leu Asn Asp 
9 $ 100 105 



CAA ACT CTG GAA TTT TTA AAA ATC CCT TCC ACA CTT GCA CCA CCC ATG 



439 
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Gin Thr Leu Glu Phe Leu Lys He Pro Ser Thr Leu Ala P-o Pro Met 
110 115 120 

GAC CCA TCT GTG CCC ATC TGG ATT ATT ATA TTT GGT GTG ATA TTT TGC 487 
Asp Pro Ser Val Pro lie Trp lie lie lie Phe Gly Val lie Phe Cvs 
125 130 135 

ATC ATC ATA GTT GCA ATT GCA CTA CTG ATT TTA TCA" GGG ATC TGG CAA 535 
lie lie lie Val Ala He Ala Leu Leu lie Leu Ser Gly lie Trp Gin 
140 145 15Q 

CGT ADA ARA AAG AAC AAA GAA CCA TCT GAA GTG GAT GAC GCT GAA RAT 58 3 

Arg Xaa Xaa Lys Asn Lys Glu Pro Ser Glu Val Asp Asp Ala Glu Xaa 
155 160 165 170 

AAK TGT GAA AAC ATG ATC ACA ATT GAA AAT GGC ATC CCC TCT GAT CCC 631 
Xaa Cys Giu Asn Met lie Thr lie Glu Asn Gly lie Pro Ser Asp Pro 
175 180 185 

CTG GAC ATG AAG GGA GGG CAT ATT AAT GAT GCC TTC ATG ACA GAG GAT 
Leu Asp Met Lys Gly Gly His lie Asn Aso Ala Phe Met Thr Glu Asd 
!30 195 200 

GAG AGG CTC ACC CCT CTC TGAAGGGCTG TTGTTCTGCT TCCTCAARAA 111- 
Glu Arg Leu Thr Pro Leu 
205 

ATTAAACATT TGTTTCTGTG TGACTGCTGA GCATCCTGAA ATACCAAGAG CAGATCATAT 787 
WTTTTGTTTC ACCATTCTTC TTT TGT AAT A AATTTTGAAT GTGCTTGAAA AAAAAAAAAA 84 7 
C 

848 



679 



(2) INFORMATION FOR SEQ ID NO; 28: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 14 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY; LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

[A) ORGANISM; Homo Sapiens 

(ix) FEATURE: 

(A) NAME /KEY : sig_peotide 
(3) LOCATION: 1 . .14 

(C) IDENTIFICATION METHOD: Von Helena matrix 

(D) OTHER INFORMATION: score 10."* 

seq LWLLFt LVTAIHA/EL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 28: 



t Leu Trp Leu Leu Phe Phe Leu Val Thr Ala II* His Ala 
1 5 io 
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(2) INFORMATION FOR SEQ ID NO: 29: 

(i) SEQUENCE CHARACTERISTICS: 

(A) fcENGTH : 25 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 29: 



GGGAAGATGG AGATAGTATT GCCTG 



(2) INFORMATION FOR SEQ ID NO: 30: 

U) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 26 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 30: 



CTGCCATGTA CATGATAGAG AGATTC 



(2) INFORMATION FOR SEQ ID NO: 31: 

(i) SEQUENCE CHARACTERISTICS:- 

(A) LENGTH: 54 6 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Genomic DNA 

(ix) FEATURE: 

(A) NAME/KEY: promoter 

(B) LOCATION: 1..517 

(ix) FEATURE: 

(A) NAME/KEY: transcription start site 

(B) LOCATION: 518 

(i:<) FEATURE: 

(A) NAME /KEY : TF binding-site 

(B) LOCATION : 17..25 

(C) IDENTIFICATION METHOD: matinsoector prediction 

(D) OTHER INFORMATION: name CMYB* 01 

score 0.93 3 
sequence TGTCAGTTG 
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(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: complement ( 18 27) 

(C) IDENTIFICATION METHOD : matinspector prediction 

(D) OTHER INFORMATION: name MYOD_Q6 

score 0.961 
sequence CCCAACTGAC 

(ix) FEATURE: 

■ (Pi} NAME /KEY : TF binding-site 

(B) LOCATION : complement ( 75 .. 85 ) 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name S8J>1 

score 0.960 
sequence AATAGAATTAG 

(ix) FEATURE : 

(A) NAME /KEY : TF binding-site 
(3) LOCATION: 94.. 104 

(C) IDENTIFICATION METHOD: matinspector prediction 
(DJ OTHER INFORMATION: name S8_0l 

score 0796G 

sequence AACTAAATTAG 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: complement { 12 9 . .139)* 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name DELTAEF1_01 

score 0.960 
sequence GCACACCTCAG 

(ix) FEATURE: 

(A) NAME /KEY : TF binding-site 

(B) LOCATION: complement (155 165) 

<C) IDENTIFICATION METHOD: matinspector prediction 
CD) OTHER INFORMATION: name GATA_C 

score 0 . 964 

sequence AGATAAATCCA 

(ix) FEATURE: 

(A) NAME /KEY : TF binding-site 

(B) LOCATION: 170.. 178 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name CMYB L<i 

score 0 . 956 
sequence CTTCAGTTG 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 
(3) LOCATION: 176. . 189 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name GATA1_02 

score 0.959 

sequence TTGTAGATAGGACA 

vix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: 180. .190 

(C) IDENTIFICATION METHOD: matinsoector prediction 

(D) OTHER INFORMATION: name GATA C 
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score 0.953 
sequence AGATAGGACAT 

(ix) FEATURE: 

(A) NAME /KEY : TF binding-site 

( B) LOCATION: 264.. 299 

• (C) IDENTIFICATION METHOD: matinsoector prediction 
( D) OTHER INFORMATION: name TAL1ALPHAE47_01 

score 0.973 

sequence CATAACAGATGGTAAG 

(ix) FEATURE: 

(A) NAME/ KEY : TF binding-site 

(B) LOCATION: 284.. 299 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name TAL1BETAE4 7 01 

score 0,98 3 ~~ 
sequence CATAACAGATGGTAAG 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: 284., 299 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name TAL13ETAITF2_01 

score 0.978 ~ 
sequence CATAACAGATGGTAAG 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: complement ( 287 296) 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name MYOD_Q6 

score 0.954 
sequence A^CATCTGTT 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(3) LOCATION: complement ( 302 .. 3 1 4 ) 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name GATA1_04 

score 0.953 

sequence TCAAGATAAAGTA 

(ix) FEATURE: 

(A) NAME/ KEY : TF binding-site 

(B) LOCATION: 393.. 405 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION : name IK1_01 

score 0.963 

sequence AGTTGGGAATTCC 

(ix) FEATURE: 

(A) NAME/ KEY : TF binding-site 

(B) LOCATION: 393.. 404 

(C) IDENTIFICATION METHOD: matinsoector prediction 

(D) OTHER INFORMATION: name IK2_0L 

score 0. 935 

sequence - 3TTGGGAATTC 

(ix) FEATURE : 

;a; NAME/ KEY: TF binding-site 
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(2) INFORMATION FOR SEQ ID NO: 32: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 23 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 32: 



GTACCAGGGA CTGTGACCAT TGC 23 



(2} INFORMATION FOR SEQ ID NO: 33: 

( i ) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 24 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 
<D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 33: 



CTGTGACCAT TGCTCCCAAG AGAG 2 4 



(2; INFORMATION FOR SEQ ID NO: 34: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 861 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Genomic DNA 

(ix) FEATURE: 

(A) NAME /KEY : promoter 

(B) LOCATION: 1..806 

.(ix) FEATURE: 

(A) NAME /KEY : transcription start site 

(B) LOCATION: 807 

(ix) FEATURE: 

(A) NAME /KEY : TF binding-site 

(B) LOCATION : complement ( 60 .. 10) 

(C) IDENTIFICATION METHOD: mai inspector prediction 

(D) OTHER INFORMATION: name NFY_Q6 

score 0,956 
sequence GGACCAATCAT 
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(ix) FEATURE: 

(A) NAME/KEY: TP" binding-site 

(B) LOCATION: 70.. 77 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name MZF1_01 

score 0.962 
sequence CCTGGGGA 

(ix) FEATURE: 

(A} NAME/KEY: TF binding-site 

(B) LOCATION: 124.. 132 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name CMYB_01 

score 0.99-5 
sequence ".X'ACCGTTG 

(ix) FEATURE: 

(A) NAME/ KEY : TF binding-site 

{BJ LOCATION: complement (126. . 134) 

(C) IDENTIFICATION METHOD: matinsoector prediction 

(D) OTHER INFORMATION: name VMYB^C2 

score 0.98 5 
• sequence TCCAACGGT 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: 135.. 143 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name STAT J) 1 

score 0.968 
sequence TTCCTGGAA 

(ix) FEATURE: 

(A) NAME /KEY : TF binding-site 

(B) LOCATION: complement { 135 .. 14 3 ) 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name STATJU 

score 0.951 
sequence T7CCAGGAA 

(ix) FEATURE: 

(A) NAME/ KEY : TF binding-site 

(5) LOCATION: complement ( 252 259 ) 

(C) IDENTIFICATION METHOD: matinspector prediction 

( D) OTHER INFORMATION: name MZF1JU 

score 0.956 
sequence TTGGGGGA 

(ix) FEATURE: 

(A) MAMS /KEY : TF binding-site 
(3) LOCATION: 357.. 368 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION : name IK2_01 

score 0.965 

sequence GAATGGGATTTC 

(ix) FEATURE: 

(A) NAME /KEY : TF binding-site 
SB} LOCATION: 384.. 391 

;C; IDENTIFICATION METHOD: matinspector prediction 
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(D) OTHER INFORMATION: name MZF1_C1 

score 0.936 
sequence AGAGGGGA 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION : complement (410. .421} 

(C) IDENTIFICATION METHOD: mat inspector prediction 

(D) OTHER INFORMATION: name SRY_02 

score 0.955 

sequence GAAAACAAAACA 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: 592.. 599 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name MZF1__01 

score 0. 960 
sequence GAAGGGGA 

(ix) FEATURE: 

( ii \ NAME / KE Y : TF bi r.d i n g -si t c 
(3) LOCATION: 618.. 627 

(C) IDENTIFICATION METHOD: matinspectcr prediction 

(D) OTHER INFORMATION: name MYOD_Q6 

score 0.981 
sequence AGCATCTGCC 

(ix) FEATURE: 

(A) NAME /KEY : TF binding-site 

(B) LOCATION: 632. . 642 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name DELTAEF1__01* 

score 0 . 953 
sequence TCCCACCTTCC 

(ix) FEATURE: 

(A) NAME/KEY : TF binding-site 

(3) LOCATION: complement (8 13 .. 823 ) 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name S8_0I 

score 0.992 
sequence GAGGCAATTAT 

(ix) FEATURE: 

(A) NAME /KEY : TF binding-site 

(3) LOCATION: complement (824 . .831) 

(C; IDENTIFICATION METHOD: matinspector prediction 

(OS OTHER INFORMATION: name M2F1_01 

score 0.986 
sequence AGAGGGGA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3- *■ 



CTATAGGG CA7GCGTGGT CGACGGCCGG GCTGT7CTGG AGCAGAGGGC ATGTCAGTAA 60 
AT7GGTCC CTGGGGAAGG TCTGGCTGGC TCCAGCACAG TGAGGCATTT AGGTATCTCT 120 
GTGACCG7 TGGATTCCTG GAAGCAGTAG CTGTTCTGTT TGGATCTGGT AGGGACAGGG 180 



WO 99/06554 PCT/IB98/0U38 
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CTCAGAGGGC TAGGCACGAG GGAAGGTCAG AGGAGAAGGS AGGSARCGCC CAGTGAGARG 24 0 

GGAGCATGCC TTCCCCCAAC CCTGGCTTSC YCTTGGYMAM AGGGCGKTTY TGGGMACTTR 300 

AAYTCAGGGC CCAASCAGAA SCACAGGCCC AKTCNTGGCT SMAAGCACAA TAGCCTGAAT 360 

GGGATTTCAG GTTAGNCAGG GTGAGAGGGG AGGCTCTCTG GCTTAGTTTT CTTTTGTTTT 4 20 

CCAAATCAAG GTAACTTGCT CCCTTC'TGCT ACGGGCCTTG GTCTTGGCTT GTCCTCACCC 43 0 

AGTCGGAACT CCCTACCACT TTCAGGAGAG TGGTTTTAGG CCCGTGGGGC TGTTCTGTTC 54 0 

CAAGCAGTGT GAGAACATGG CTGGTAGAGG CTCTAGCTGT GT3CGCGGCC TGAAGGGGAG 600 

TGGGTTCTCG CCCAAAGAGC ATCTGCCCAT TTCCCACCTt' CCCTTCTCCC ACCAGAAGCT 660 

TGCCTGAGCT GTTTGGACAA AAATCCAAAC CCCACTTGGC TACTCTGCCC TGGCTTCAGC 720 

TTGGAACCCA ATACCTAGGC TT AC AGGCC A TCCTGAGCCA GG 'JGCCTCTG GAAATTCTCT 76 0 

TCCTGATGGT CCTTTAGGTT TGGGCACAAA ATATAATTGC CTCTCCCCTC TCCCATTTTC 810 

TCTCTTGGGA GCAATGGTCA C 861 

(2) INFORMATION FOR SEQ ID NO: 35: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(B) TYPE : NUCLEIC ACID 

(C) STRANDEDNES3: SINGLE 

(D) TOPOLOGY: LINEAR . 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 35: 



CTGGGATGGA AGGCACGGTA 



(2) INFORMATION FOR SEQ ID NO: 36: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: SINGLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Other nucleic acid 
(xi! SEQUENCE DESCRIPTION: SEQ ID NO: 36: 

GAGACCACAC AGCTAGACAA 



20 



20 



(2) INFORMATION FOR SEQ ID NO: 37: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 555 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: Genomic DNA 

(ix) FEATURE: 

. (A) NAME/KEY: promoter 
(B) LOCATION: 1..500 



(ix) FEATURE: 

(A) NAME/KEY: transcription start site 

(B) LOCATION: 501 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B) LOCATION: 191 206 

(C) IDENTIFICATION METHOD: mat inspector prediction 

(D) OTHER INFORMATION : name ARMT Ql 

score 0.96^ 

sequence GGACTCACGTGGTGCT 

fix) FEATURE: 

(A) NAME /KEY : TF binding-site 
(3) LOCATION: 193.. 204 

(C) IDENTIFICATION METHOD: matinscector prediction 

(D) OTHER INFORMATION: name NMYC_01 

score 0.965 

sequence ACTCACGTGCTG 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 
(3) LOCATION: 193.. 204 

(C) IDENTIFICATION METHOD: matinscector prediction 

(D) OTHER INFORMATION: name USFJU 

score 0.985 

sequence ACTCACGTGCTG 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(3) LOCATION: complement ( 1 93 .. 204 ) 

(C) IDENTIFICATION METHOD: matinspector prediction 

(0) OTHER INFORMATION: name USF_01 

score 0 . 985 
sequence CAGCACGTGAGT 

fix) FEATURE: . . 

(A) NAME /KEY : TF binding-site 

(3) LOCATION : compl ement { 1 93 . . 204 ) 

(C) IDENTIFICATION METHOD : matinspector orediction 

(0) OTHER INFORMATION: name NMYC_01 

score 0.956 
sequence CAGCACGTGAGT 

(ix) FEATURE: 

(A.; NAME/KEY: TF binding-site 

(3) LOCATION: complement ( 193 204 ) 

(CJ IDENTIFICATION METHOD: matinsc-ctor prediction 
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(D) OTHER INFORMATION: name MYCMAX_02 

score 0.972 
sequence CAGCACGTGAGT 

(ix) FEATURE:: 

(A) NAME /KEY : TF binding-site 
{ B ) LOCATION: 195. .202 

(C) IDENTIFICATION METHOD: mat inspector prediction 

(D) OTHER INFORMATION: name USF_C 

score 0.99*7 
sequence "VACGTGC 

(ix) FEATURE: 

(A) NAME /KEY : TF binding-site 

(B) LOCATION: complement ( 1 95 202 ) 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name USF_C 

score 0.991 
sequence CCACGTGA 

(ix) FEATURE: 

(A) NAME /KEY: TF binding-site ' 
(3) LOCATION: complement ( 2 10 . .217) 

■(C) IDENTIFICATION METHOD: matinspector prediction 
(D) OTHER INFORMATION: name MZF1JH 

score 0.963 
sequence CATGGGGA 

(ix) FEATURE: 

(A) NAME /KEY : TF binding-site 

(B) LOCATION: 397.. 410 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name ELK1_02 

score 0.963 

sequence C7CTCCGGAAGCCT 

(ix) FEATURE: 

(A) NAME/KEY : TF binding-site 
(3) LOCATION: 400.. 409 

<C) IDENTIFICATION METHOD: matinspector prediction 
O) OTHER INFORMATION: name CETS1P54JH* 

score 0 . 97 4 
sequence TCCGGAAGCC 

(ix) FIATURE: 

(A) NAME /KEY : TF binding-site 

(3) LOCATION: complement ( 4 50 . .470* 

(C) IDENTIFICATION METHOD: matinspector Drediction 

(C) OTHER INFORMATION: name AP1_Q4 

score 0. 963 
sequence AGTGACTGAAC 

(ix) FEATURE: 

(A) NAME /KEY : TF binding-site 

LOCATION : complement ( 4 6C . .470) 
t/Z) IDENTIFICATION METHOD: matinspector prediction 
*;;;) OTHER INFORMATION: name AP1FJ_Q2 

score 0.951 
sequence AGTGACTGAAC 

(i:< "MATURE: 
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(A) NAME /KEY : TF binding-site 

(B) LOCATION: 54 7.. 555 

(C) IDENTIFICATION METHOD: matinspector . prediction 
(0) OTHER INFORMATION: name PADS_C 

score 1.000 
sequence TGTGGTCTC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 37: 



CTATAGGGCA CGCKTGGTCG ACGGCCCGGG CTGGTCTGGT CTGTKGTGGA GTCGGGTTGA 60 

AG G AC AG CAT TTGTKACATC TGGTCTACTG CACCTTCCCT CTGCCGTGCA CTTGGCCTTT 120 

KAWAAGCTCA GCACCGGTGC CCATCACAGG GCCGGCAGCA CACACATCCC ATTACTCAGA 180 

AGGAACTGAC GGACTCACGT GCTGCTCCGT CCCCATGAGC TCAGTGGACC TGTCTATGTA 240 

GAGCAGTCAG ACAGTGCCTG GGATAGAGTG AGAGTTCAGC CAGTAAATCC AAGTGATTGT 300 

CATTCCTGTC TGCATTAGTA ACTCCCAACC TAGATGTGAA AACTTAGTTC TTTCTCATAG 360 

GTTGCTCTGC CCATGGTCCC ACTGCAGACC CAGGCACTCT CCGGAAGCCT GGAAATCACC 4 20 

CGTGTCTTCT GCCTGCTCCC GCTCACATCC CACACTTGTG T 7 TAG TC ACT GAGTTACAGA 480 

TTTTGCCTCC 7CAATTTCTC TTGTCTTAGT CCCATCCTCT GTTCCCCTGG CCAGTTTGTC 54 0 

TAGCTGTGTG GTCTC ccc 



(2) INFORMATION FOR SEQ ID NO: 38: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: HO base pairs 
(3) TYPE : NUCLEIC ACID 
■C) STRANDEDNESS : DOUBLE 
•D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
■I") TISSUE TYPE: Heart 

(i:<) FEATURE : 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 63 . . 122 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(D: OTHER INFORMATION: score 15.3" 

seq LLLLLLLRHGAQG/KP 

{:<!) SEQUENCE DESCRIPTION: SEQ ID NO: 3C : 



AACATT7GCT. GGAACRSAGA GCGGAN5GNG NGACAGCGGA GGAVS7GGAT AACAGGGGAC 60 

CG ATG ATrj TGG CGA CCA TCA GTT CTG CTG CTT CTG TTG CTA CTG AGG 107 

Mez i'l~t Trp Arg Pro Ser Val Leu Leu Leu Le i Leu Leu Leu £rq 
-20 -15 _ K 
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CAC GGG GCC CAG GGG AAG CCA TCC CCA GAC GCA 14 0 

His Gly Ala Gin Gly Lys Pro 3er Pro. Asp Ala 
-5 15 



(2) INFORMATION FOR SEQ ID NO: 39: 



SEQUENCE CHARACTERISTICS : 
(A) LENGTH: 404 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ D} DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 285.. 359 

[CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 14 

sec LAMLAL1SPLSLA/QY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 39: 



. ACTAGTTAAA AGTAAGTGGG AAAAGAGTAA ACGCGCGACT CCAGCGCGCG GCTACCTACG 60 



CTTGGTGCTT GCTTTCTCCA GCCATCGGAG ACCAGAGCCG CCCCCTCTGC TCGAGAAAGG 120 
GGCTCAGCGG CGGCGGAAGC GGAGGGGGAC CACCGTGGAG AGCGCGGTCC CAGCCCGGCC 180 



ACTGCGGATC CCTGNAACCA AAAAGCTCCT GCTGCTTCTG T/.'JCCCGCCT GTCCCTCCCA 24 0 



GCTGCGCAGG GCCCCTTCGT GGGATCATCA GCCCGAAGAC AGGG ATG GAG AGG CCT 296 

Met Glu Arg Pro 
-25 



CTG TGC TCC CAC CTC TGC AGC TGC CTG GCT ATG CTG GCC CTC CTG TCC 
Leu Cys Ser His Leu Cys Ser Cys Leu Ala Met Leu Ala Leu Leu Ser 
-20 -15 -10 



344 



CCC CTG AGC CTG GCA CAG TAT GAC AGC TGG CCC CAD KAM CCC GAG TAC 392 
Pro Leu Ser Leu Ala Gin Tyr Asp Ser Trp Pro Xaa Xaa Pro Glu Tyr 
-5 15 10 



TTC CAG CAA CCG 404 
Phe GIp. Gin Pro 
15 



(2) INFORMATION FOR SEQ ID NO: 40: 
(ii SEQUENCE CHARACTERISTICS : 
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(A) LENGTH: 231 base pairs 

(3) TY?E; NUCLEIC ACID 

. (C) STRANDEDNESS : DOU31E 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

<ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 67. . 120 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 12.3 

seq HILFLLLLPVAAA/QT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 40: 

AACAGTTCCT CTGGACTTCT CTGGACCACA GTCCTCTGCC AGACCCCTGC CAGACCCCAG 

TCCACC ATG ATC CAT CTG. GGT CAC ATC CTC TTC CTG CTT TTG CTC CCA 
Met lie His Leu Gly His lie Leu Phe Leu Leu Leu Leu Pro 
"15 -10 -5 



TT7 TAC CCT GGC ACT TCA GGC TCT TGT TCC GGA TGT GGG TCC CTC TCT 
Phe Tyr Pro Gly Thr Ser Gly Ser Cys Ser Gly Cys Gly Ser Leu Ser 
15 20 25 



108 



GTG GCT GCA GCT CAG ACG ACT CCA GGA GAG AGA T;V, TCA CTC CCT GCC 156 
Val Ala Ala Ala Gin Thr Thr Pro Gly Glu Arg S^ Ser Leu Pro Ala 
1 5 .10 



204 



CTG CCG CTC CTG GCA GGC CTC GTG GCT 2 31 

Leu Pro Leu Leu Ala Gly Leu Val Ala 
30 35 



(2; INFORMATION FOR SEQ ID NO: 41: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 161 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE : kidney 

(ix; FEATURE: 

(A) NAME /KEY : sig peptide 
( 3 ) LOCATION: 69.7l34 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
CD) OTHER INFORMATION: score 12.2 
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seq LALALGLAQPASA/RR 
(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 41: 



ATTTCTCCAT CCTCAGTCTT TGCAAGGCGA CAGCTGTGCC ACCCGGGCTC TGGCAGGCTC 60 

CTGGCAGC ATG GCA GTG AAG CTT GGG ACC CTC CTG CTG GCC CTT GCC CTG 110 
Met Ala Val Lys Leu Gly Thr Leu Leu* Leu Ala Leu Ala Leu 
-20 -15 -1C 

GGC CTG GCC CAG CCA GCC TCT GCC CGC CGG AAG CTG CTG GTG TTT CTG 159 
Gly Leu Ala Gin Pro Ala Ser Ala Arg Arg Lys Leu Leu Val Phe Leu 
-5 1 5 



CTG 
Leu 



161 



(2) INFORMATION FOR SEQ ID NO: 42: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 284 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
{DJ TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

(i;<) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 63. .122 

(C) IDENTIFICATION METHOD: Von He*;jne matrix 

(D) OTHER INFORMATION: score 11.9 

sec LVLEFL1LSPVEA/QQ 

<:<:i) SEQUENCE DESCRIPTION: SEQ ID NO: 4.:: 



AAAAAACCTG TGGACGCCGA CCCGGGACCG CCGCTGGCTG GCTGCTGGCT CACTCGACCG 60 

TC ATG GAG ACC CTG GGG GCC CTT CTG GTG CTG GAG TTT CTG CTC CTC 107 
Glu Thr Leu Gly Ala Leu Leu Val Leu Glu Phe Leu Leu Leu 



TCC CCG GTG GAG GCC CAG CAG GCC ACG GAG CAT CGC CTG AAG CCG TGG 
Ser Pro Val Glu Ala Gin Gin Ala Thr Glu His Arg Leu Lys Pro Trp 
* 5 1 5 10 



155 



CTG fVVG GGC CTG GCT GCG GTA GTC GGC TTC CTG TTC ATC GTC TAT TTG 
Leu Val Giy Leu Ala Ala Val Val Gly Phe Leu Phe He Val Tvr Leu 
15 20 25 



203 



:; CTG GCC AAC CGC CTC TGG TGT TCC AAG GCC AGG GCT GAG GAC 
'.: Leu Aia Asn Arg Leu Trp Cys Ser Lys Ala Arg Ala Giu Asp 
30 35 40 



251 
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GAG GAG GAG ACC ACG TTC AG A ATG GAG TCC GGG 
Glu Glu Glu Thr Thr Phe Arg Met Glu Ser Gly 
45 50 



284 



(2) INFORMATION FOR SEQ ID NO: 43: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 233 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

Use) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 63. .110 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
ID) OTHER INFORMATION: score 11.3 

seq PLLLSSliLGGSQA/MD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 43: 



AACTCACAGC ACG ACC AG AG AACAGGCCTG TCTCAGGCAG CCCCTGCGCC TCCTATGCGG 60 

AG ATG CTA CTG CCA CTG CTG CTG TCM TCG CTG CTG GGC GGG TCC CAG 107 
Met Leu Leu Pro Leu Leu Leu Ser Ser Leu Leu Gly Gly Ser Gin 
-15 -10 -5 

GCT ATG GAT GGG AG A TTC TGG ATA CGA GTG CAG GAG TCA GTG ATG GTG 155 
Ala Met Asp Gly Arg Phe Trp lie Arg Val Gin Glu Ser Val Met Val ' 
1 5 10 15 

CCG GAG GGC CTG TGC ATC TCT GTN KCC CTG CTC TTT CTC CTA CCC CCG 203 
Pro Giu Gly Leu Cys lie Ser Val Xaa Leu Leu The Leu Leu Pro Pro 
20 25 30 

AC A AG A CTG GAC AGG GTC TAC CCC AGC CGG 2 33 

Thr Arg Leu Asp Arg Val Tyr Pro Ser Arg 
35 40 



[2) * >! FORMAT ION FOR SEQ ID NO: 44: 

:i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 439 base pairs 
(3| TYPE : NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

iii) MOLECULE TYPE: CDNA 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: 'icidney 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 
(BJ LOCATION: 32.. 73 

(C) IDENTIFICATION METHOD: Von Heljne matrix 

(D) OTHER INFORMATION: score 10./ 

seq LWLLFFLVTAIHA/EL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 44: 



AACTTTGCCT TGTGTTTTCC ACCCTGAAAG A ATG TTG TGG CTG CTC TTT TTT 52 

Met Lea Trp Leu Leu Phe Phe 
-10 

CTG GTG ACT GCC ATT CAT GCT GAA CTC TGT CAA CCA GGT GCA GAA AAT 100 
Leu Val Thr Ala lie His Ala Gin Leu C"S f^li ^i>' a 1 * ci., 

"5 1 J "I ~" 

GCT TTT AAA GTG AGA CTT AGT ATC AGA ACA GCT CTG GGA GAT AAA GCA 148 
Ala Phe Lys Val Arg Leu Ser He Arg Thr Ala Leu Gly Asp Lys Ala 
10 15 20 25 

TAT GCC TGG GAT ACC AAT GAA GAA TAC CTC TTC AAA GCG ATG GTA GCT 196 
Tyr Ala Trp Asp Thr Asn Glu Glu Tyr Leu Phe Lys Ala Met Val Ala 
30 35 40 

TTC TCC ATG AGA AAA GTT CCC AAC AGA GAA GCA ACA GAA ATT TCC CAT 24 4 
Phe Ser Met Arg Lys Val Pro Asn Arg Glu Ala T-ir Glu lie Ser His 
4 5 50 55 

GTC CTA CTT TGC AAT GTA ACC CAG AGG GTA TCA TTC TGG TTT GTG GTT 292 
Val Leu Leu Cys Asn Val Thr Gin Arg Val Ser P:;e Trp Phe Val Val 
60 65 70 

ACA GAC CCT TCA AAA AAT CAC ACC CTT CCT GCT GTT GAG GTG CAA TCA 34 0 
Thr Asp Pro Ser Lys Asn His Thr Leu Pro Ala Val Glu Val Gin Ser 
75 80 85 

GCC ATA AGA ATG AAC AAG AAC CGG ATC AAC AAT GCC TTC TTT CTA AAT 38 8 
Ala He Arg Met Asn Lys Asn Arg He Asn Asn Ala Phe Phe Leu Asn 
93 95 100 105 

GAC CAA ACT CTG GAA TTT TTA AAA ATC CCT TCC ACA CTT GCA CCA ACC 4 36 
As? Gin Thr Leu Glu Phe Leu Lys He Pro Ser Thr Leu Ala Pro Thr 
110 115 120 



CGG 



439 



[2) I :! FORMATION FOR SEQ ID NO: 45: 



li SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 169 base pairs 
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<B) TYPE: NUCLEIC ACID 

(C) 3TRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 20.. 100 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 10.7 

seq LPLLCLFLQGATA/VL 

txi) SEQUENCE DESCRIPTION: SEQ ID NO: 45: 



AGAGATCGCA GCCCAACCC ATG GCC. HCG TCT rrr znr rrr rr.- rrr rr-r r o 

Met Ala Gly Ser Pj.o Ser Arg Ala Ala Gly Arg 
-25 -20 

CGA CTG CAG CTT CCC CTG CTG TGC CTC TTC CTC CAG GGC GCC ACT GCC 100 
Arg Leu Gin Leu Pro Leu Leu Cys Leu Phe Leu Gin Gly Ala Thr Ala 
-15 -10 -5 

GTC CTC TTT GCT GTC TTT GTC CGC TAC AAC CAC AAA ACC GAC GCT GCC 14 6 
Val Leu Phe Ala Val Phe Val Arg Tyr Asn His Lys Thr Asp Ala Ala 
15 10 15 

CTC TGG CAM CGG AAG CTT GGG 169 
Leu Trp Xaa Arg Lys Leu Gly 
20 



[2) INFORMATION FOR SEQ ID NO: 46: 

£i;< SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 204 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

lii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

<i;<) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 40.. 156 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 10.6 

seq ALALLLVLPLLWP/CS 

SEQUENCE DESCRIPTION: SEQ ID NO: 4G: 
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ACTGCCCTGC CCTGGCCTGA CCCCAGGCCT ACTGAGTCC ATG AAA TGG CCC TGG 54 

Met Lys Trp Pro Trp 
-35 

ACC TGC CTT GCC ATC CTC TGT CCT GGC CCT GTA TTG TCC CCA CCA TGC 102 
Thr Cys Leu Ala lie Leu Cys Pro Gly Pro Val Leu Ser Pro Pro Cys 
-30 -25 -20 

TCT GGT CCA RCG CTT GCC CTA GCC CTG TTG CTA GTC CTG CCA CTG CTA ' ' 150 
Ser Gly Pro Xaa -Leu Ala Leu Ala Leu Leu Leu Val Leu Fro Leu Leu 
-15 -10 -5 

TGG CCC TGC TCT GTT TTT GGC CAT GCC CTG TGC TAN CCT AGC CCT GCC 198 
Trp Pro Cys Ser Val Phe Gly His Ala Leu Cys Xaa Pro Ser Pro Ala 
1 5 10 

CGA AGG 204 
Arcj Arg 
15 



(2) INFORMATION FOR SEQ ID NO: 47: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 351 base pairs 

(B) TYPE: NUCLEIC ACID 
<C) STRANDEDNESS: DOUBLE 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

fix) FEATURE : 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 28. .96 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 10 

seq PLLGLLLSLPACA/DV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 47: 



AACCGAGCTG GATTTGTATG T TGC ACC ATG CCT TCT TGG ATC GGG GCT GTG ATT 54 

Met Pro Ser Trp lie Gly Ala Val lie 
-20 -15 

'Vi : CCC CTC TTG GGG CTG CTG CTC TCC CTC CCC GCC GGG GCG GAT GTG 102 
L*-j Pro Leu Leu Gly Leu Leu Leu Ser Leu Pro Ala Gly Ala Aso Val 
-10 -5 1 



150 
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TTC AGC CTG 
Phe Ser Leu 
20 

AG A ATC TGT 
Arg lie Cys 
35 

AAG TTA AGC 
Lys Leu Ser 



ACA AGC CAT 
Thr Ser His 



GCG GAC 
Ala Asp 



CCT CAG 
Pro Gin 



CAA CAA 
Gin Gin 
55 

TTT GTG 
Phe Val 
70 



ATC CCC TAC 
lie Pro Tyr 
25 

GAA TAT ACA 
Glu Tyr Thr 
40 

AGC AAA CTC 
Ser Lys Leu 



CGC ACC ACT 
Arg Thr Thr 



CAG GAG 
Gin Glu 



TGC TGC 
Cys Cys 



GAA TTT 
Glu Phe 
60 

TTT GTG 
Phe Val 
75 



ATC GCA KGG 
He Ala Xaa 
30 

ACC ACA GAA 
Thr Thr Glu 
45 

GAA AAC CTT 
Glu Asn Leu 



TCC AGG CAT 
Ser Arg His 



GAA CAC TTA 
Glu His Leu 



ATG GAR GAC 
Met Glu Asp 
50 

GTG GAA GAG 
Val Glu Glu 
65 

AAG AAA TTT 
Lys Lys Phe 
80 



198 



246 



294 



342 



GAC GGT AGG 
Asp Gly Arg 
85 



351 



(2) INFORMATION FOR SEQ ID NO: 48: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 242 base pairs 

IB) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS; DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 

(i:0 FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 99. .182 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 10 

seq LWLSLLVPSCLCA/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 43: 



ACCAC7GTGC CCAGCCATTG TCTATACAGT TTGAATAACA CACTGAAAAA ACAGATCAGT 60 

GCATATCTTC CACAATTAAC AATGCATTTG TTTAGAGC ATG TTG CTG CAT TGG GTG 116 

Met .,eu Leu His Trp Val 
-25 

CGC TCT CAG GMT GDC AGC GAC KCN AAG CTT TGG TTG AGT TTG CTA GTG 164 
Arg Ser Gin Xaa Xaa Ser Asp Xaa Lys Leu Trp Leu Ser Leu Leu Val 
-20 -15 -io 

CCA AGT TGT TTA TGT GCC TCC CCT TGG CCC CTT CCT TCC CTG CCA CTC 212 
Pre Ser Cys Leu Cys Ala Ser Pro Tro Pro Leu Pro Ser Leu Pro Leu 
~ 5 . 1 5 io 
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CTT CTT CCT CCC AGC TTG CTG AGC TTG CTG 
Leu Leu Pro Pro Ser Leu Leu Ser Leu Leu 
15 20 



242 



(2) INFORMATION FOR SEQ ID NO: 49: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 289 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 122.. 223 . 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 9.6 

seq LLLFSLLVSPPTC/KV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 49: 



AAAAACTCTT TCTTCGGCTC GCGAGCTGAG AGGAGCAGGT AGAGGGGCAG AGGCGGGAC? 60 

GTCGTCTGGG GGAGCCGCCC AGGAGGCTCC TCAGGCCGAC CCCAGACCC? GGCTGGCCAG 120 

G ATG AAG TAT CTC CGG CAC CGG CGG CCC AAT GCC ACC CTC ATT CTG GCC 169 
Met Lys Tyr Leu Arg His Arg Arg Pro Asn Ala Thr Leu lie Leu Ala 
-30 -25 -20 

ATC GGC GCT TTC ACC CTC CTC CTC TTC AGT CTG CTA GTG TCA CCA CCC 217 
He Gly Ala Phe . Thr Leu Leu Leu Phe Ser Leu Lei; Val Ser Pro Pro 
-15 -10 . -5 

ACC TGC AAG GTC CAG GAG CAG CCA CCG GCG ATC CCC GAG GCC CTG GCC 2 65 
Thr Cys Lys Val Gin Glu Gin Pro Pro Ala He Pro Glu Ala Leu Ala 
1 5 10 

TGC- CHC ACT CCA CCT ACC CGA TGG 28 9 

Trp Xaa Thr Pro Pro Thr Arg Tro 
15 20 



(2? INFORMATION FOR SEQ ID NO: 50: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 406 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
{ 0) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: CDNA 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 26, . 130 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 9.5 

seq AMWWLLLWGVLQA/WP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 50: 



GCAGGTCCCA GATGTCCAGT TCCAG ATG CCT GGA CCC AG/. GTG TGG GGG AAA 52 

Met Pro Gly Pro A:-.- Val Tro Gly Lys 
"35 -30 

TAT CTC TGG AG A AGC CCT CAC TCC AAA GGC TGT CCA GGC GCA ATG TGG 100 
Tyr Leu Trp Arg Ser Pro His Ser Lys Gly Cys Pro Giv A^a Met Trp 
-25 -20 - 15 

TGG CTG CTT CTC TGG GGA GTC CTC CAG GCT TGG CCA AMC CCG GGG CTC 14 8 
Trp Leu Leu Leu Trp Gly Val Leu Gin Ala Trp Pro Xaa Pro Gly Leu 
-10 -5 i 5 

CGT CCT CTT GGC CCA AGA GCT ACC CCA GCA GCT GAC ATC CCC CGG GTA 196 
Arg Pro Leu Gly Pro Arg Ala Thr Pro Ala Ala Aso He Pro Arg Val 
10 15 ' 20 

CCC AGA GCC GTA TGG CAA AGG CCA AGA GAG CAG CAC GGA CAT CAA GGC 24 4 
Pro Arg Ala Val Trp Gin Arg Pro Arg Glu Gin His Civ His Gin Gly 
25 30 35 

TCC AGA GGG CTT TGC TGT GAG GCT CGT CTT CCA GGA CTT CGA CCT GGA 2 92 
Ser Arg Gly Leu Cys Cys Glu Ala Arg Leu Pro Gly Leu Arg Pro Gly 
4 0 4 5 so 



GCC GTC CCA GGA CTG TGC AGG GGA CTC TRW BAC AAT CTC ATT CGT CGG 

Ala Val Pro Gly Leu Cys Arg Gly Leu Xaa Xaa A Leu He Arg Arg 

55 60 65 70 

TTC GGA TCC AAG CCA GTT CTG TGG TCA GCA AGG CTC CCC TCT GGG CAG 

Pr.e Gly Ser Lys Pro Val Leu Trp Ser Ala Arg Leu Pro Ser Gly Gin 

7 5 30 85 

GCC CCC TGG TCA GAG GGA 

-.la Pro Trp Ser Glu Gly 
90 



340 



383 



406 



IN FORMATION FOR SEQ ID NO: 51: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 274 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANOEDNESS: DOUBLE 
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{ D) TOFOLOGY: LINEAR 



(ii) MOLECULE TYPE : CDNA 

(vij ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: * " 

(A) NAME /KEY : sig_peptide 
<B) LOCATION: 62.. 172 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 9.2 

seq LLAVLLASWRLWA/IK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 51: 



AACTGGTGCG GCCGAGTGAC AGTTGACCGG TTTTAACCAA GTGACTGGTT CTAGCCACGT 60 
T ATG TGC GGC CCA GCC ATG TTC CCT GCC GGT CCT CCG TGG CCC AGA GTC 10 9 

Mot C\j* n 1 v/ Prn fila Mot- Pha D r-o. 7\ 1 n ri n v-~ n , — -n r-* „ _ n , , 

- _- - — j • - - ^ wxy - i. w iip itau my vdi 

-35 -30 -25 



CGA GTC GTG CAG GTG CTG TGG GCC CTG CTG GCA G?G CTC CTG GCG TCG 
Arg Val Val Gin Val Leu Trp Ala Leu Leu Ala Val Leu Leu Ala Se^ 
-20 -15 -:c 



157 



TGG AGG CTG TGG GCG ATC AAG GAT TTC CAG GAA TGC ACC TGG CAG GTT 
Trp Arg Leu Trp Ala He Lys Asp Phe Gin Glu Cy:, Thr Trp Gin Val 
"5 1 5 " 10 



205 



GTC CTG AAC GAG TTT AAG AGG GTA GGC GAG' AGT G GTG AGC GAC AST 
Val Leu Asn Glu Phe Lys Arg Val Gly Glu Ser Gly Val Ser Asp Xaa 
15 20 - 25 



253 



TC7 7TG- AGC AAG AGC CCG GGG 
Ser Leu Ser Lys Ser Pro Gly 
30 



274 



(2) INFORMATION FOR SEQ ID NO: 52: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 259 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vij ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptice 

(B) LOCATION: 71. . 235 

(C) IDENTIFICATION METHOD : Von Heijne matrix 
•D) OTHER INFORMATION: score 9.2 
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seq SLLLLSTALNILA/CQ 
(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 52: 

ACATATCTTT GCAATTGTGA ACATTCAATC ATTTTCAACA CACGTTCATG GTTAATATTT 60 

CTAGGAAACT ATG CAT AGA AG A AAA. CTT CCT TTA ACC AAT AAA AGG CAA 109 
Met His Arg Arg Lys Leu Pro Leu Thr Asn Lys Arg Gin 
-55 -50 -45 

CTT CAA AAA MCA TTG AGT AAA TTC ATA TTC AGT GAT GAA TTG TTT AGA 157 
Leu Gin Lys Xaa Leu Ser Lys Phe lie Phe Ser Asd Glu Leu Phe Arg 
-40 -35 1 -30 

AAT ATT CTC TTT AGT TTA AGA ACA TTA AGG ATG ATA CTA TCA CTA CTT 205 
Asn He Leu Phe Ser Leu Arg Thr Leu Arg Met He Leu Ser Leu Leu 
-25 -20 -;5 

CTG TTG AGC ACT GCA TTG AAT ATC TTA GCC TGC CAA ATA AAT GAA GAA 2 53 
Leu Leu Ser Thr Ala Leu Asn' He Leu Ala Cys Glr. Tie Asn Glu Glu 
-10 -s i 

CTG GGG ? 5 9 

Leu Gly 



(2) INFORMATION FOR SEQ ID NO: 53: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 250 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(") TISSUE TYPE: Heart 

<ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 182.. 232 

(C) IDENTIFICATION' METHOD: Von Hei-p.a matrix 

(D) OTHER INFORMATION : score 3.3 

seq VSALLMAWFGVLS/CV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 53: 

AAAACGCCGC GAGCTGCGAG TGTCCAGCTG CGGAGACCCG TGATAATTCG TTAACTAATT 60 

CAACAAACGG GACCCTTCTG TGTGCCAGAA ACCGCAAGCA GTTGCTAACC CAGTGGGACA 120 

GGCGGATTGG AAGAGCGGGA AGGTCCTGGC CCAGAGCAGT GTGACACTTC CCTCTGTGAC 18 0 

C ATG AAA CTC TGC CTG TCT GCA TTG CTG ATG GCC TGG TTT GGT GTC CTG 229 
Met Lys Leu Trp Val Ser Ala Leu Leu Met Ale Trp Phe Gly Val L<=>u 
-15 -10 -5 
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AGC TGT GTG CAG GCC GAD HYG 
Ser Cys Val Gin Ala Xaa Xaa 
1 5 



250 



(2) INFORMATION FOR SEQ ID NO: 54: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 198 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(i:<) FEATURE: 

(A) NAME/KEY: sig_peptide 
(5) LOCATION: 49. . 105 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 8.1 

seq LCLVCT.LVHTAFR/VV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 54: 



AAGAGCCTGT GCTACTGGAA GGTGGCGTGC CCTCCTCTGG CTGGTACC ATG CAG CTC 57 

Met Gin Leu 



CCA CTG GCC CTG TGT CTC GTC TGC CTG CTG GTA CAC ACA GCC TTC CGT 
Pro Leu Ala Leu Cys Leu Val Cys Leu Leu Val His Thr Ala Phe Ara 
-15 -10 - 5 



105 



GTA GTG GAG GGC CAG GGG TGG CAG GCG TTC AAG AAT GAT GCC ACG GAA 153 

Val Val Glu Gly Gin Gly Trp Gin Ala Phe Lys Asn Asp Ala Thr Glu 
1 5 io 15 

ATC ATC CCC GAG CTC GGA GAG TAC CCC GAG CCT CCA CCG GAA CGG 198 

lie lie Pro Glu Leu Gly Glu Tyr Pro Glu Pro Pro Pro Glu Arq 
20 25 30 



(2) INFORMATION FOR SEQ ID NO: 55: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 206 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
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(FJ TISSUE TYPE: Muscle 

<ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 99.. 191 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8 

seq ILLCSVAVXLSPS/EP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 55: 



CATAGGGTTT CGAAAATTAT CCACACTTTC TATGGTAATA GA.ATCTGATA TGG7TCACTC 60 

TTGGTGTTGT ACATTCTGTG GGTCTGGGTA AATGTATA ATG :TA TGT ATC CAC CAN 116 

Met Leu Cys He His Xaa 

-30 . 

KAT AGG ATC ATA CAG GAC AGT TTC ATT GCC CTA AAA ATT CTC TTA TGT 164 
Xaa Arg He He Gin Asp Ser Phe He Ala Leu Lys lie Leu Leu Cys 
-25 -20 -15 -10 

TCT GTC GCT GTA TSM CTG TCT CCC TCC GAC CCC CTG GCG CCG 20 6 

Ser Val Ala Vai Xaa Leu Ser Pro Ser Glu Pro Leu Ala Pro 
-5 1 5 



(2) INFORMATION FOR SEQ ID NO: 56: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 220 base pairs 

(8) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

Ux) FEATURE: . . 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 8 . . 121 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.9 

seq LPFLSLFWPWAPG/AV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO:, 56: 



AAGGAGC ATG GGT GGT TTT TTT CCC CCT ACC GAG GTC CGT GAG GTG TGT 4 9 

Met Giy Gly Phe Phe Pro Pro Thr Glu Val Arg Glu Val Cys 
-35 -30 -25 

GCT AAC CAA GGG GCG GCT CAC AAC CGT GAC AGA CTG CCA TTC CTG AGT 97 

Ala Asn Gin Gly Ala Ala His Asn Arg Asp Arg Leu Pro Phe La-.: Ser 
-20 -15 -10 



WO 99/06554 PCT/IB98/01238 

CTC TTC TGG CCA TGG GCC CCC GGA GCC GTG AGC GTC GGG CAG GCG CGG 14 5 

Leu Phe Trp Pro Trp Ala Fro Gly Ala Val Ser Val Gly Gin Ala Arg 

" 5 i . 5 

TAC AGA ACA CCA ACG ACA KSA GCG CCC TCA GCA AJC GTT CCC TGG CCG 193 

Tyr Arg Thr Pro Thr Thr Kaa Ala Pro Ser Aia Ser Val Pro T rp Fro 
10 15 20 



CGC GCG GGT ACG TGC AGG ACC CCT ACG 
Arg Ala Gly Thr Cys Arg Thr Pro Thr 
25 30 



220 



(2) INFORMATION FOR SEQ ID NO: 57: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 131 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE : Heart 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 21.. 110 

.(C) IDENTIFICATION METHOD: Von Heiine matrix 
(D) OTHER INFORMATION-: score 7.9 

seq HLWI LLLF SFCWM/SR 

(xi) "SEQUENCE DESCRIPTION: SEQ ID NO: 57: 



AC TTC CCT AT TATTCCTGAA ATG AAA TTA TTT TAC AAC CAG CTC GTT TCA GAA 53 

Met Lys Leu Phe Tyr Asn Gin Leu Val Ser Glu 
-30 -25 -20 

ACA AAA CAT GAT TTT GCA CAT TTG TGG ATT TTG TTG TTA TTC TCA TTT 101 
Thr Lys His Asp Phe Ala His Leu Trp lie Leu Leu Leu Phe Ser Ph~ 
"15 -io .5 

TGT TGG ATG TCT AGA AGC TTT TTT TTT TTT 13l 
Cys Trp Met Ser Arg Ser Phe Phe Phe Phe 
1 5 



(2) INFORMATION FOR SEQ ID NO: 58: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 179 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 111 . . 170 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.9 

seq LLFFHILFHSCFS/HL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 53: 



ACCTTTAAGA TTACCTGTAT AATAAATGTG TGCACACACC ATCCAAAAAG GTGTAAAAAA 60 

TTGCAAAGGA AAAATAAATA CTGGCCAACA CAGTGTTCTT A\AAGTACCC ATG CCT 116 

Met Pro 
-20 

AGT GAG TCC CCT CCC TTH CTH TTP TTT rsr *tt rvr tt^ r**o. *r>^ m ^ „ . 

Ser Glu Ser Pro Pro Leu Leu Phe Phe His lie Leu Phe His S~- Cys 
-15 -10 - 5 

TTC TCC CAC CTC TTG 179 
Phe Ser His Leu Leu 
1 



(2) INFORMATION FOR SEQ ID NO: 59: 

fi) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 362 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDSDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(Fi TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 18.. 221 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

(D) OTHER INFORMATION : score 7.9 

seq LLCS ALAWQQS LS /GK 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 59: 



ATAAACAGGA AAGCACT ATG TCT TCA ATG TGC TCT GAA TAT ACA ATT GGT 
Met Ser Ser Met Trp Ser Glu Tyr Thr lie Gly 
-65 -60 



50 



aa«: 



TAC TTT CCT TAT AAA GCT TAC CCG TCA CAG CTT GCT 



99 
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Giy Vai Lys lie Tyr ?he Pro Tyr Lys Ala Tyr Pro Ser Gin Leu Ala 
-55 -50 -45 

ATG ATG AAT TCT ATT CTC AG A GGA TTA AAC AGC AAG CAA CAT TGT TTG 14 6 
Met Met Asn Ser <Lle Leu Arg Gly Leu Asn Ser Lys Gin His Cvs Leu 
-40 -35 -30 

TTG GAG AGT CCC"ACA GGA AGT GGA AAA AGC TTA GCC TTA CTT TGT TCT 194 
Leu Glu Ser Pro Thr Gly Ser Gly Lys Ser Leu Ala Leu Leu Cys Ser' 
-25 -20 -15 -10 

GCT TTA GCA TGG CAA CAA TCT CTT AGT GGG AAA CCA GCA GAT GAG GGC 24 2 
Ala Leu Ala Trp Gin Gin Ser Leu Ser Gly Lys Pro Ala Asp Glu Gly 
■ -5 1 5 

GTA AGT GAA AAA GCT GAA GTA CAA TTG TCA TGT TGT TGT GCA TGC CAT 290 
Val Ser Glu Lys Ala Glu Val Gin Leu Ser Cys Cys Cys Ala Cvs His 
10 15 20 

TCA AAG GAT TTT ACA AAC AAT GAC ATG AAC CAA GGA ACT TCA CGT CAT 338 
Ser Lys Asp Phe Thr Asn Asn Asp Met Asn Gin Gly Thr Ser Arg His 
2 5 30 "3 5 

TTC AAC TAT CCA AGC ACA CCA CGG 3 62 

Phe Asn Tyr Pro Ser Thr Pro Arg 
4 0 ■■• 4 5 



(2) INFORMATION FOR SEQ ID NO: 60: 



(i) SEQUENCE CHARACTERISTICS : 

(A} LENGTH; 129 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(i:<) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 19. . 102 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.3 

seq FVRFLGFVSCLQS/D? 

;:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 60: 



l AT TTT CAGCGCTT ATG GCT CTG TTC TTG GAG T i*A TTT CTA .AAT TCT 
Met Ala Leu Phe Leu Glu L .1 Phe Leu Asn Ser 
-25 -20 



51 



TAT TCT CTT TTG TTT GTA AGG TTT CTT GGC TTT GTT TCC TGT TTG CAG 
Tyr Ser Leu Leu Phe Val Arg Phe Leu Gly Phe Val Ser Cys Leu Gin 
-15 -10 -5 



99 
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TCT GAT CCC ATT TGC TCT TTT TTT TTT TTT 
Ser Asp Pro He Cys Ser Phe Phe Phe Phe 
1 5 



(2) INFORMATION FOR SEQ ID NO: 61: 



U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 329 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(BJ LOCATION: 114.. 185 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.8 

seq LMAGSSLSAGVSG/ED 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 61: 



ATACTTCAAA TCTTGAATTA AATGAAGAAA TTTATTTTAC TGATTCTCTT GAAATAAAGA 60 

GAAATGAAAA TTTTCCAAAG GATTATGTGA AATTTTCAGA T ;AAGAAGAA TTT ATG 116 

Met 

AAT GAA GAT GAG AAG GAA ATG AAG GAA ATT -CTA ATG GCA GGA AGT AGT 164 
Asn Glu Asp Glu Lys Glu Met Lys Glu He Leu Mc-c Ala Glv Ser Ser 
■-20 -15 -lb 

TTA TCA GCT GGA GTT AGT GGG GAA GAT AAA ACC GAG ATA TTG AAT CCC 212 
Leu Ser Aia Gly Val Ser Gly Glu Asp Lys Thr Glu He Leu Asn Pro 
-5 1 5 



ACT CCA SCG ATG GCC AAA TCT CTG ACC ATA GAC TGT CTG GAA TTG GCA 
Thr Pro Xaa Met Ala Lys Ser Leu Thr lie Asp Cys Leu Glu Leu Ala 
10 15 20 25 



GGT ATT GAT TCA GGG TCT CTA 
Gly lie Asp Ser Gly Ser Leu 
45 



260 



TTA CCC CCT GAA CTG GCT TTT CAA CTT AAT GAA TTA TTT GGT CCT GTT 308 
Leu Pro Pro Giu Leu Aia Phe Gin Leu Asn Glu Leu Phe Glv Pro Val 
30 35 " 40 



329 



{2} INFORMATION FOR SEQ ID NO: 62: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 247 base pairs 
<B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Heart 

fix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION : 167.* 229 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.8 

seq IIPLIXXLSLCLC/LW 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 62: 



CTATACGTGA TAAGTGAATA AAATGTGTCA GAGTG7ACTA CTTAGAATTT TCATAGATTG 60 

TAAAGATTTT CTATATATTT ATTTGAATTG GTAATTGGTT A7.1AGCAGTT TGGTGTAGCT 120 

GT7TTTAATT GTACAACAAT TAAGATATCA CCTATATTCT CGAAGA ATG GGA TCA 17 5 

Met Gly Ser 
-20 

TTC CTT CTA GGA GGG ATT ATC CCT TTA ATA NNT TTN CTT TCT CTT TGT 22 3 
Phe Leu Leu Gly Gly lie lie Pro Leu lie Xaa Xaa Leu Ser Leu Cys 
-15 -10 -5 

CTT TGT TTA TGG TGG AGA ATA ATT 24 7 

Leu Cys Leu Trp Trp Arg lie He 
1 5 



(2) INFORMATION FOR SEQ ID NO: 63: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 399 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(f) TISSUE TYPE: kidney 

<ii<) FEATURE : 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 277.. 369 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.8 

seq VCLLC3GCSCAWS/VS 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 63: 

ACGAGTGTTA CAGAGGAGAT CTGGTTTCTG GAGGTCTCCA GGATGGGGCT GTAGCCTAAA 60 

AGGAAGACTA TGTGAGGCAG CAGGCAAGCA GCAGCAAGTG GAAAGGCTTG GAGATGTGGA 120 

GGACGTTATA TGGTACTCAG AGAGCAGCAG TACATGGATG GCAAGTGTGG CGTTGTGCTG 180 

CCACCCACTT CCCCATGCCA AAAGCATATA ACTGCTAATC A3TTACCGCA TTTTTTGCTG 24 0 

CCGAATTCGT AAGCAGCCCC AAGAGTTCTC AACAGG ATG CTT CAG GTG GCC ACT 2 94 

Met L-u Gin Val Ala Thr 



ACT AAT TAT TTG GAG TTG GCA CGT GAG GTT AAA CCT GTT TGT CTT CTT 
Thr Asn Tyr Leu Glu Leu Ala Arg Glu Val Lys Pro Val Cys Leu Leu 
-25 -20 -15 -10 



342 



TGT AGT GGG TGT TCC TGT GCC TGG AGC GTA GGA TGT GTG TKG GAG TCG 

5 



Cys Ser Gly Cys Ser Cys Ala Trp Ser V3I Gly Cy.^ Val Xaa Glu Ser 
-5 * . 1 J - ' 



390 



GAG TCA GAA 
Glu Ser Glu 
10 



399 



(2) INFORMATION FOR SEQ ID NO: 64: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 240 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: D0U3LE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 175.. 228 

(C) IDENTIFICATION METHOD: Vcn Heijne matrix 

(D) OTHER INFORMATION: score 7.7 

seq PFFLALCFPKSTS/QP 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 64: 



ATTACTTTGT CTAGATCAGG AGATGCTAGT AT AT TC IT AG CACTAAGACC CCTCTGAAAT 60 

CTTGTCCAAC ATTTAGCCAC CCAGRAGTTG TKCTTTACTA CACCTTTGAG GGTTATGCCC 120 

TGTACATGTG CAGCTTAGGG GTTCAAGGAC AATCTC7TTA CACATTTTTG GGTT ATG 17*? 

Met 



WO 99/06554 



49 



PCT/IB98/01238 



TTC TGT CTA GCT CCT TTC TTT TTA GCA CTC TGC TTC CCA AAA TCT ACC 225 
?he Cys Leu Ala Pro Phe Phe Leu Ala Leu Cys Phe Pro Lys Ser Thr 
- -15 -10 -5 

TCA CAG CCC CAA AGG 240 
Ser Gin Pro Gin Arg 
1 



(2) INFORMATION FOR SEQ ID NO: 65: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 451 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
{D} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

norcwiM cnriorr . 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 240.. 335 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 1 . . 96 
id AA270737 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 236.. 331 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.5 

seq QCLLCCISPPVFC/EG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 65: 



TCCTCTTTGC TGTTTTCATC AAGATAGTAG AGCACATCTT CTTCTCACAG AC7ACAACTA 60 

TGTGGTTCAG CACGAGGCAG TAGAGGAAAG TGCCTCGACT GTGGGAGGCT 7GG3CAARAT 120 

CCAAAGACTT TCTCTCCTTG TTGCTGGAGT CGCTAAAAGA ACAGTTTAAT AATGCCACAC 180 

CCATCCCCAC CCACAGTTGT CCCCTATCTC CAGACCTCAT TJ-CAATGAA GTAGA ATG 2 33 

Met 

TCT GAA AGC AGA TTT CAA CCA CAG AAT CAA GGA GGT TCT CTT CAA CTC 23 6 
Ser Glu Ser Arg Phe Gin Pro Gin Asn Gin Gly Gly Ser Leu Gin Leu 
-30 -25 -20 



CCT CTT CAG TGC CTA CTA TGT TGC ATT TCT CCC CCT GTG TTT TGT GAA 
Pro Leu Gin Cys Leu Leu Cys Cys lie Ser Pro Pro Val Phe Cvs Glu 
-15 -10 -5 * 1 



334 
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GGT AAC TGG TTA TCT TAC TTT TAT GTG CTT CCT GGA TTT GTG TGT GAA 
Gly Asn Trp Leu Ser Tyr Phe Tyr Val Leu Pro Gly Phe Val Cys Glu 
5 10 15 



392 



TTA CAT AAA CTG GGT ATT TCT TGT TTA ATC CCC CTT TTC TCT GTC TCC 
Leu His Lys Leu Gly lie Ser Cys Leu lie Pro Leu Phe Ser Vai Ser 
20 "■■ 25 30 



430 



CCT TTG GCA GCC TGG ATG GTG 
Fro Leu Ala Ala Trp Met Val 
35 40 



451 



(2) INFORMATION FOR SEQ ID NO: 66: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 263 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION : 114 . . 182 

(C) IDENTIFICATION METHOD : Von Heijne matrix 
(DJ OTHER INFORMATION: score 7.3 

seq SSCLLGLLHLSSQ/FS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 66: 



ATGGAGCAGA GGTCCAGCTG TGGTGAGGAT TGGCACAGTC CTGCTTGTGG GACTCCTCCT 60 

TGGTCCAACT CTAATGCTCA ACCTACACCA TCACCCCTGT GCTTGCTCCT CTA ATG 116 

Met 

CCT AAG CAC TGT CAT TCC TTT ATC ACT AGT AGT TGC CTG TTG GGT TTG 164 
Pro Lys His Cys His Ser Phe lie Thr Ser Ser Cys Leu Leu Gly Leu 
-20 -15 -10 

CTC CAT TTG TCC TCA CAG TTT AGC TGC CCT GGA AGC AAA C?C CAC CCT 212 
Leu His Leu Ser Ser Glr. Phe Ser Cys Pro Gly Arg Lvs Leu His Pro 
"5 1 5 * 10 

GC? CAG AG A CAC ACT GAG GCT GAG ACC CAA GGG AUG CCC CTC TCT GAC 260 
Ala Gin Arg His Thr Glu Ala Glu Thr Gin Gly Arg Pro Leu Ser Asp 
15 20 25 



263 
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(2) INFORMATION FOR SEQ ID NO; 67; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 351 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 16 6. " 222 

(C) IDENTIFICATION METHOD: Von Hei-ne matrix 
(0) OTHER INFORMATION: score 7.2 

seq FIXFPFLFPFSFS/QT 

(Xi) SEQUENCE DESCRIPTION: SEQ' ID NO: 6"? : 



ATCTCTCCTT TTTTCCTGTA ACTGTGCTGG TTTTGTTTTG GTCTTCCTCT CATACCCGTT 60 

TCTGCATTTC ATCTTTTCTT TCTATTGTGA CTTCATTTCA- TTTTTTTTTT AACCTTATCT 120 

TTTGTTTCTC TTGTTTATCC CATCCTTTTT GATAAAATCC ATCGC ATG TGT CTT CTT 177 

Met Cys Leu Leu 

TTT TYC TTT ATT TYC TTT CCT TTC CTT TTY CCT TTT TCT TTC TCC CAA 22 5 
?he Xaa Phe lie Xaa Phe Pro Phe Leu Phe Pro Phe Ser Phe Ser Gin 
-15 -10 -5 i 

ACT TTT TCC TTT TCA CAG CAT TGG AAC ACG GGA GGT AGT CAC CCA GAA 27 3 
Thr Phe Ser Phe Ser Gin His Trp Asn Thr Gly Giy Ser His Pro Glu 

. 5 . 10 .. 15 

GAA CTT GAG CGG CCT GGT GCC CAT CCG AG A CTT AAC GCT AG A CCC CAG 321 
Glu Leu Giu Arg Pro Gly Ala His Pro Arg Leu Lvs Ala Arg Pro Gin 
. 20 25 30 

CCT CCT CTG TTC CAT CCC TTT ATT AGC TCT 35 1 

Pro Pro Leu Phe His Pro Phe lie Ser Ser 
35 40 



\2) INFORMATION FOR SEQ ID NO: 63: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 227 base pairs 
■2> TYPE: NUCLEIC ACID 
[Z) STRANDEDNESS : DOUBLE 
TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi; c?.:ginal source: 
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(A) ORGANISM; Homo Sapiens 

CD TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(BJ LOCATION: 30. . 104 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.1 

seq LLVASGXAEGVSA/QS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 63: 



ACGCGCAGAC CCAGCCCCGA GCCCGAGCC ATG GCG TCC GAG CGG MTC CCT AAY 53 

Met Ala Ser Glu Arg Kaa Pro Asn 

-25 -20 

AGG CCC GHC TGT CTG CTC GTR GCC AGC GGC GMC GCC GAR GGT GTG TCG 101 

Arg Pro Xaa Cys Leu Leu Val Ala Ser Gly Xaa Ala Glu Gly Val Ser 

-15 -10 -5 

GCC CAG TCC TTC CTC CAS TGT TTC ACG ATG GCC AGC ACC GSC TTC AAC 14 9 

Ala Gin Ser Phe Leu Xaa Cys Phe Thr Met Ala Ser Thr Xaa Phe Asn 

1 5 10 15 

CTG CAG GTG GCC AYC CCT GGK GGG AAA. GCC ATG GAA TTT GTS GAT GTG 197 

Leu Gin Val Ala Xaa Pro Gly Gly Lys Ala Met Glu Phe Val Asp Val 

20 - 25 30 

ACT GAS AGC AAT GCA CGC TGG GTG CAA GAC 227 

Thr Xaa Ser Asn Ala Arg Trp Val Gin Asp 

35 40 



\2) INFORMATION FOR SEQ ID NO: 69: 

<i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 327 base pairs 
( 3 ) TYPE: NUCLEIC ACID 

(C) STRANDEDNE5S : DOUBLE 

(D) TOPOLOGY: LINEAR 

( ii ) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hon\o Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY : sig_peptide 

(B) LOCATION: 160. ".234 

;C) IDENTIFICATION METHOD: Von Heijne matrix 
vD) OTHER INFORMATION: score 7.1 

seq LArQLVFLRATSG/SC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6-. 



AATTTCAAG7 7GTCATAAAA GTTCAGACAA CCATCACTGG ACCTACAGAT TGAGTGATTA 60 
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TTATAGTGGG GATGTCCTTG GGTTAGTAAG CCTAAAGGAA GTAATTTCTG TTAAAGGAGA 120 

TGTTAGTGGC CATTTGCATC TTAATGTCAA TCTTATCAG ATG TTC CCA GAC TAC 17 4 

Met Phe Pro Asp Tyr 
-25 

AAA CTG GGT GGG TCA TAT CTC TTA GCA TTT CAA CTG GTA TTT CTC AGA 222 
Lys Leu Gly Gly Ser Tyr Leu Leu Ala Phe Gin Leu Val Phe Leu Arg 
-20 -15 -10 -5 

GCA ACT AGT GGC TCA TGT TCC AAA TAT AGA AGG CAT TTG CAT AAC ATC 270 
Ala Thr Ser Gly Ser Cys Ser Lys Tyr Arg Arg His Leu His Asn lie 
1 5 10 

AAT GTT AGA CCT GGG CTT GTT AGA CTC TTG GGC TCA TGT ATA CAA AAG 318 
Asn Val Arg Pro Gly Leu Val Arg Leu Leu Gly Ser Cys lie Gin Lys 
15 20 25 

CAA CCT GGG 327 
Gin Pro Gly 



(2) INFORMATION FOR SEQ ID NO: 70: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 370 base pairs 

(B) " TYPE: NUCLEIC ACID 

(C) STRANDEDNES3: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Horco Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 44., 118 

(C) IDENTIFICATION METHOD: Von Hei;ne matrix 

(D) OTHER INFORMATION: score 7.1 

seq lllxl:;-.lliale/im 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7}: 



AAATGTG7AC ACGCCCAGCT TCCTGCCTGT TACTCTCCAC A jT ATG CGA AGA ATA 55 

Met Arg Arg lie 
-25 

TCC CTG ACT TCT AGC CCT GTG CGC CTT CTT TTG TDT CTG CWG TTR CTA 103 
Ser Leu Thr Ser Ser Pro Val Arg Leu Leu Leu Xaa Leu Xaa Leu Leu 
-20 -15 -10 

CTA ATA GCC TTG GAG ATC ATG GTT GGT GGT CAC TCT CTT TGC TTC AAC 151 
Leu lie Ala Leu Glu lie Met Val Gly Gly His Ser Leu Cys Phe Asn 
-5 15 10 
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TTC ACT ATA 
Phe Thr lie 



CAT GTC TTC 
His Val Phe 
30 

AAC ATG GTC 
Asn Met Val 
45 

AGC ACT TGG 
Ser Thr Trp 
60 

CTC AGG ATG 
Leu Arg Met 



AAA TCA TTG 
Lys Ser Leu 
15 

TTG AAT AAA 
Leu Asn Lys 

AAA CCT CTG 
Lys Pro Leu 



GGA GAA TTG 
Gly Glu Leu 
65 

CTC CTT TGT 
Leu Leu Cys 
80 



TCC AGA CCT 
Ser Arg Pro 
20 

AAT CTT TTC 
Asn Leu Phe 
35 

GGC CTC CTG 
Gly Leu Leu 
50 

ACC CAA ACG 
Thr Gin Thr 



GAC ATC AAA 
Asp lie Lys 



GGA CAG CCC 
Gly Gin Pro 



CTT CAG TAG 
Leu Gin Tyr 



GGG AAG AAG 
Gly Lys Lys 

5 c : 

CTG GGA GAA 
Leu Gly Glu 
70 



TGG TGT GAA 
Trp Cys Glu 
25 

AAC AGT GAC 
Asn Ser Asd 
40 

GTA TAT GCC 
Val Tyr Ala 



GTG GGG CGA 
Val Gly Arg 



GCG 199 
Ala 



AAC 24 7 
Asn 



ACC ' 2 95 
Thr 



GAC 34 3 
Asp 
75 

370 



(2) INFORMATION FOR SEQ ID NO: 71: 

.(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 246 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A} ORGANISM: Homo Sapiens 

( 0) DEVELOPMENTAL STAGE: Fetal 

(FJ TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 193.. 234 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7 

seq TFLLLLFXNAGRS/LR 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 71: 



AAAATATTTC ATATTAGGGA GAGCTCTGTG CTGCCCTTTC CCAAAGCTTT GGTTATTTGA 60 

TGGGAGGGGA AGTCTTCTCG AACCTATGTC MGAATATKCC GCTTTGRAAG AGGAGGGTTT 120 

TTCTTGAGGC TAGTT7TGTA CCTGCTGTWT CTTTTAGAAA TGATTGCTTT ATGGATTTAA 180 

AAGGTGAC'JC AA ATG ACT TTT TTA TTA TTA TTA TTT KTT AAT GCT GGG AGG 231 
Met Thr Phe Leu Leu Leu Leu Phe :<aa Asn Ala Gly Arg 
-10 -5 

AGT TTG CGT ATG TGT 24 6 

Ser Leu Ara Me z Cys 
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(2) INFORMATION FOR SEQ ID NO: 72: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 328 base pairs 

(B) TYPE: NUCLEIC ACID 
tC) STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 215., 292 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

/ r\ \ r^rr u.evd t vr trrvD M t\ tt om . ~ ~ — ... -> 

seq EMFLVLLVTGVHS/NK 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12: 



AAAAAGTACT GAGAGGTTGA TGGGACTGTT CGATTAGCTC CTCTGAGAAG AAGAGAAAAG 60 

GTTCTTGGAC CTCTCCCTGT TTCTTCCTTA GAATAATTTG GATGGGATTT GTGATGCAGA 120 

AAAGCCTAAG GGAAAAAGAA TATTCATTCT GTGTGGTGAA AATTTTTTGA AAAAAAAATT 180 

GCCTTCTTCA AACAAGGGTG TCATTCTGAT ATTT ATG AGG ACT GTT GTT CTC ACT 2 35 

Met Arg Thr Val Val Leu Thr 
-25 -20 

ATG AAG GCA ?CT GTT ATT GAA ATG TTC CTT GTT TTG CTG GTG ACT GGA 28 3 
Met Lys Ala Ser Val lie Glu Met Phe Leu Val J Leu Val Thr Giy 
' -15 -10 -5 

GTA CAT TCA AAC AAA GAA ACG GCA AAG AAG ATT AAA AGG CCC GGG 328 
Val His Ser Asn Lys Glu Thr Ala Lys Lys lie Lvs Arg Pro Gly 
1 5 10 



(2) INFORMATION FOR SEQ ID NO: 73: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 281 base pairs 
(3) 'TYPE : NUCLEIC .ACID 

(C) STRANDEDNESS: DOUBLE 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(?) TISSUE TYPE: kidney 
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(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 150.. 269 

(C) IDENTIFICATION METHOD: Von He-jne matrix 

(D) OTHER INFORMATION: score 6.9 

seq ISLLFI FFSIANS/SP 

(xi) SEQUENCE DESCRIPTION": SEQ ID NO: 75: 



ATTCTTTCCT TCTCATATCT ACAATTGCTC CTTTCTAGTT CAGTTCCCTA GTACAGCTCG 60 

AGTGATTATT KKSKKTTAAA AAATGCAAGC ATAAAAAAGA AATAAACAAA TAGTTAAATC 120 

ATGTTATTCT TTTGTTTACA CTGTAATGA ATG TCT TCC CCA TTG CTT GTA GAA 173 

Met Ser Ser Pro Leu Leu Val Glu 
-40 -35 

CAA AGT TCT ACA AAG TCT CCC AAA AGC TGG TCC TGG TCC TTT CTA GCT 221 
Gin Ser Ser Thr Lys Ser Pro Lys Ser Trp Ser Trp Ser Phe Leu Ala 



TTC TCT TGC ATA AGT CTT CTT TTT ATT TTT TTC AGC ATT GCA AAT TCT 269 
Phe Ser Cys lie Ser Leu Leu Phe lie Phe Phe Ser lie Ala Asa Ser 
-15 -10 -5 

TCC CCC TGC GGG 281 
Ser Pro Cys Gly 
1 



(2) INFORMATION FOR SEQ ID NO: 74: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 179 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
<B) LOCATION: 96. . 170 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.9 

seq IPLLLLt FHLSFL/NS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 74: 



AGAACAAAGT TTAGAATGAT ATGTTTATGC CTGTGAACAT TTATCTTGTT AGATTATGCT 60 
CACTAAGCCA TTGGGGTGTT TGGGGAATTT GATCA ATG TAT CTT TTC TGT CTC 113 
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Met Tyr Leu Phe Cys Leu 
-25 -20 



TTT TCA GTT TCG AAA ACT ATC CCT CTG CTG CTG CTT TTC TTC CAC TTG 
Phe Ser Val Ser «Lys Thr lie Pro Leu Leu Leu Leu Phe Phe His Leu 
-15 -10 -5 



161 



TCT TTT CTC AAT AGC TTG 
Ser Phe Leu Asn Ser Leu 
1 



179 



(2) INFORMATION FOR SEQ ID NO: 75: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 293 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 170.. 217 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6.9 

seq CLLILKFLSPAET/SI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 75: 
ACAGAGTTCA CTTCTAGGAT ATTCCTTCCC AATCTTCACA G7CACCTCAT AGTCACTATG 



GTT TCA CAA ATC CTT CAA ACT CAG 
Val Ser Gin lie Leu Gin Thr Gin 
20 25 



60 



AGGATTACAT GAGTKAATAT TTGTAAAAAG CGTTCAGGAG AGTGCTTGCT TCACATCAAA 120 

TACT AT AT AT ACTTGTTAAA TAAATAGATC TCATTCACCC CACGAAACA ATG ATC GTT 178 

Met lie Val 
-15 

TGT CTC CTG ATT CTC AAG TTT TTG TCT CCA GCA GAG ACB TCT ATT CTG 226 
Cys Leu Leu lie Leu Lys Phe Leu Ser Pro Ala Giu Thr Ser II*- L<=>u 
-10 -5 1 

AGC TCC ATA GCT ACA TAT GGG GCT TTT TAT TTC ATA GTT CCA CTG GAG 27 4 
Ser Ser lie Ala Thr Tyr Gly Ala Phe Tyr Phe lie Val Pro Leu Glu 
5 10 13 



298 



(2) INFORMATION FOR SEQ ID NO: 76: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 275 base pairs 

(B) TYPE : NUCLEIC ACID * 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 180.. 254 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.7 

seq LILCFLFILHTHT/HT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 76: 



ACAAACTGGT TACCCTGCCA CATGTATACC CCCTTCTCCC CATTCTCACT TCCTCGTTAG 60 

ACGAAATGAT CATCCAGTGA AGCCATAGAT TATATTGGCC ATCTAATATC AAACCATATT 120 

GGTCTCATTT GAAAATCTTT CATGATGCTT TGTGGTATTC ACAGTGAAGT TTAGATTCC 17 9 

ATG GAT AAG AGC ATC AAG TCC TCT ATA ATC TGG TCT CTG ATT CTC TGT 22 7 
Met Asp Lys Ser He Lys Ser Ser lie He Trp S,:: Leu He Leu Cys 
-25 ^ -20 -is _ 1Q 

TT? CTT TTT ATC CTG CAC ACA CAC ACA CAC AC A CAC ACA CAC ACA CAC 275 
Phe Leu Phe He Leu His Thr His Thr His Thr His Thr F<s Thr- His 
-* 1 5 



(2) INFORMATION FOR SEQ ID NO: 77: 

UJ SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 405 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

<D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(i:<! FEATURE : 

(A) NAME/ KEY : sig_peptiae 

(B) LOCATION: 283.. 390 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.7 

seq IFDLLLLLXXSNQ/L? 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 77; 

ACAGACCTCT TTGAAAATCT AATGAGAGCC ATAGACTTCA CCCTAAAAAA ATATATATGC 60 

ATAAAAAGTT T AAA TAT AG T TTGGAGAGTA ACGCACCTTC CCCTAAAGCA ATTCCTAAAC 120 

CTCATTTAAA GGATCTATAT TCTATAGTTC AGTTCTGCAT TTTTAATGTC TTCTATATTG 180 

TCTCATGCTA GAATAGTCAT TATATCTTCA TATGTAATAT T7AAAGTGTG AATTATCATC 24 0 

TAACACTTCC TGTCTTCTGT CCCCCAAATC TATACTTCTC CC ATG TTC TTT ATT 2 94 

Met Phe Phe He 
-35 

TTC ATT AAT GGC TTT ACW 
Phe He Asn Gly Phe Thr 
-30 

AGG CAT CCT ATT TTT GAC 
Arc His Pro LU Phe Asp 
-15 

TTG CCA GTT ACG GGG 
Leu Pro Val Thr Gly 
1 5 



CTC CTT CTA ATG ACC CTA GCC ATG AAA CCC 34 2 

Leu Leu Leu Met Thr Leu Ala Met Lvs Pro 
-25 -20 

CTC TTG CTA TTG CTK RAF; HTA TCT AAT CAA 390 

r,Pn T.pn I.on Ion Ton Y;- V^* C^>- n ~ ~ r> l _ 
— — — ~ ~ nuu run ux;i 

-10 -5 

405 



(2) INFORMATION FOR SEQ ID NO: 78: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 215 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDE'DNESS: DOUBLE 
{ D} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ixj FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 3.. 182 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.7 

seq LWPFLTWINPALS/TC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 78: 



AC ATG TGC CCT AGT CTG GAA GAG GCT CCC AGT GTC AAG GGG ACT CTG' 
tfet Cys Pro Ser Leu Glu Glu Ala Pro Ser Val Lys Gly Thr Leu 
-6C -55 -5c 

CCC TGC TCA GGA CAA CAG CAG CCT TTC CCG TTT GGA GCC TCA AAC ATC 
Pro Cys Ser Gly Gin Gin Gin Pro Phe Pro Phe Gly Ala Ser Asn He 
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-45 



-40 



-35 



-30 



CCA CTA CTC CTG GGC AGG AGC AG A AAG GTG GCT CGA GGT GCA CCG GTC 
Pro Leu Leu Leu Gly Arg Ser Arg Lys Val Ala Arg Gly Ala Pro Val 
-25 -20 -15 



143 



CTG TGG CCA TTT ..CTC ACT TGG ATA AAC CCT GCA CTG TCC ATC TGT GAC 
Leu Trp Pro Phe . Leu Thr Trp lie Asn Pro Ala Leu Ser He Cys Asp 
-10 -5 ' 1 



191 



CCC TTA GGA TCC TGC GGA TGG CAG 
Pro Leu Gly Ser Cys Gly Trp Gin 
5 10 



215 



(2) INFORMATION FOR SEQ ID NO: 79: 

(ij SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 400 base pairs 

(B) TYPE: NUCLEIC ACID 

/ /-» \ ymr^.n.nr.nwrpf" . T>ArT.riT,n 
\ U / JilVMIUiU'.'iLJJ. 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION : 287.. 337 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6.6 

seq LLSALWFCHFCCL/CC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 79: 



AAGCTCCAAG GCAGGAAGAG AATTGGGCAT CGGGTACGAA CCTGGCAGCT CAGGAGTCGG 60 

GGCTCCACTC ACCCCACACA AAAAGATGAA AAAAGCGCAW AGAGCTCAAT GCATTGATTG 120 

GTTTGGCTGG GGACAGCCGG AGAAAGAAGC CCAAGAAAGG CCCAAGCAGT CACCGCCTGC 180 

TTCGCACTGA GCCTCCCGAC TCATACTCTG AGTCCAGCTC C JAAGAGGAA GAGGAATTCG 24 0 

GTGTGGTTGG AAATCGCTCT CGCTTTGCCA AGGGAGACTA TTTACG ATG CTG CAA 2 95 

Met Leu Gin 
-15 

GAT CTG TTA TCC GCT CTG TGG TTT TGT CAT CCT TGC TGC CTG TGT TGT 34 3 
Asp Leu Leu Ser Ala Leu Trp Phe Cys His Pro Cys Cys Leu Cys Cys 
-10 -5 * 1 



GGC CTG TGT TGG CTT GGT GTG GAT GCA GGT TGC TCT CAA GGA GGA TCT 
Giy Leu Cys Trp Leu Gly Val Asp Ala Gly Cys S-r: Gin Gly Gly Ser 
5 10 15 



391 
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GGA TGC CCG 
Gly Cys Pro 
20 



400 



(2) INFORMATION FOR SEQ ID NO; 80: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 340 base pairs 

(BJ TYPE: NUCLEIC ACID ■ - 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

( i x J FEATURE : 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 167.. 223 

<C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6.6 

seq LLSLAAYLSGPHQ/EP 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 80: 



AAAATGTCCT CCACAGCTTT GCCCAGTGGG ACACATGGCT CCTGACATAC GTAACCCAGG 60 

ATGGGATGCC TTGTTGGAGT CTCTCAGATA TGGAGCAAAA TGGGCCATGT GCAGTCAAGA 120 

CGCCATCTAM CCTGGGCAGC TTGCCTAAGC CTCGAGGGAC CTGCCA ATG ATG GAT 17 5 

Me c Mec Asp 

CTG AGA CCT CTT CTG TCC CTG GCT GCC TAT CTG TCT GGT CCT CAT CAA 22 3 
Leu Arg Pro Leu Leu Ser Leu Ala Ala Tyr Leu Ser Glv Pro His Gin 
-15 -10 -5 

GAA CCC AGT GTT CCC ACC CGA GAT GGA GAC GTG AAT AAT CTT CCT AAG 271 
Giu Pro Ser Val Pro Thr Arg Asp Gly Asp Val Asn Asn Leu Pro Lys 
15 10 15 

CCT AAT CCT GCC AGA AGC GTG AAG CAA GGG GGA ATH TGG AAG GCG GAA 319 
Pro Asp. Pro Ala Arg Ser Val Lys Gin Giy Gly He Trp Lys Ala Glu 
20 25 30 

CAG GAA AGA GTG GAA GTG GAG 34 0 

Gin Glu Arg Val Glu Val Glu 
35 



(2) INFORMATION FOR SEQ ID NO: 81: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 245 base pairs 
(3) TYPE: NUCLEIC ACID 
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(C) STRANDEDNESS : DOUBLE 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION : 147.. 203 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.6 

seq LLPGLPLVRTSFS/HF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 81: 



AGCGGTCAGA GGATGCCCTC TTCGCCCTGT GAGCAGCTCT GTGGTTTGCC TCCCCAGATG 60 

CACACGGCCT GCACACCTGT GTTTCC ATG GAA ATG CCA CCG TGT CTG CTC CCA 17 3 

Met Glu Met Pro Pro Cys Leu Leu Pro 
-15 



GGC CTC CCA CTA GTC AGG ACC AGC TTC AGC CAC TIC TTT TCT CTG AGT 221 
Gly Leu Pro Leu Val Arg Thr Ser Phe Ser His Fhe Phe Ser Leu Ser 
-10 -5 1*5 

GGT GGG ACA ACT ACA GCC AGA GGG 24 5 

Gly Gly Thr Thr Thr Ala Arg Gly 
10 



(2) INFORMATION FOR SEQ ID NO: 82: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY : sig_peptide 

(B) -LOCATION: 19. . 93 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6.5 

seq GLAMLHVTRGVXG/SR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 62: 
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ACATGCGCAG GAGGCTCA ATG ACA GTC GAG CTT TGG CTA AGG CTC CGG GGA 51 

Met Thr Val Glu Leu Trp Leu Arg Leu Arg Gly 
-25 ■ -20 -15 

AAG GGT CTA GCC ATG CTG CAT GTG ACC CGG GGG GTC TRG GGG TCC AGG 99 
Lys Gly Leu Ala Met Leu His Val Thr Arg Gly Val Xaa Gly Ser Arg 
-10 -5 i 

GTC CGA GTA TRG YCA MTG TTG CCC GCG CTC CTC GGG MCC CCC MGG GCC 14 7 
Val Arg Val Xaa Xaa Xaa Leu Pro "Ala Leu Leu Gly Xaa Pro Arg Ala 
5 10 15 

CTC TCA TCG MTG GCA GCC AAA ATG GGG GAK TAT CGC AAS ATG TGG 192 
Leu Ser Ser Xaa Ala Ala Lys Met Gly Xaa Tyr Arg Xaa Met Trp 
20 25 30 



(2) INFORMATION FOR SEQ ID NO: 83: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: .12 6 base pairs 

(B) TYPE: NUCLEIC ACID 
fC) STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: 7.. 78 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.4 

seq LLILLCSSPPDRV/SY 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 83: 



ACAAAC ATG TCT ATA GAA GAT TTT GTG AAT AGA AGC ATA CTT CTG ATC 
Met Ser He Glu Asp Phe Val Asn Arg Ser He Leu Leu lie 
-20 -15 



48 



TTG CTC TGT TCT TCC CCA CCT GAT AGG GTC AGC TAC AGA GCC AAG GTT 56 

Leu Leu Cys Ser Ser Pro Pro Asp Arg Val Ser Tyr Arg Ala Lys Va 1 
-10 -5 i 5 

TTA CAC TCA TTG CTT CAA TTG CCC GCC CAG 12 6 

Leu His Ser Leu Leu Gin Leu Pro Ala Gin 
10 15 



(2) INFORMATION FOR SEQ ID NO: 84: 

U) SEQUENCE CHARACTERISTICS: 

(AJ LENGTH: 184 base pairs 
IS} TYPE: NUCLEIC ACID 
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(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ixj FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 32.. 91 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

( D) OTHER INFORMATION: score 6.4 

seq FALLFLFLVPVPG/HG 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 84: 



AAGTC7CAGC GTGGGGTGAA GCCTAGCAGC T ATG AGG ATC CAT TAT CTT CTG 52 

Met Arg He His Tyr Leu Leu 

~£.\l -±D 

TTT GCT TTG CTC TTC CTG TTT TTG GTG CCT GTT CCA GGT CAT GGA GGA 100 
Phe Ala Leu Leu Phe Leu Phe Leu Val Pro Val Pro Gly His Gly Gly 
-10 -5 1 

ATC ATA AAC AC A TTA CAG AAA TAT TAW TTG CAG AGT CAG AGG CGG CCG 14 8 
lie lie Asn Thr Leu Gin Lys Tyr Xaa Leu Gin Ser Gin Arg Arg Pro 
5 10 15 

GTG TGC TGT GCT CAG CTG CCT TCC AAA GGA GAA AGG 18 4 

Val Cys Cys Ala Gin Leu Pro Ser Lys Gly Glu Arg 
20 25 30 



(2) INFORMATION FOR SEQ ID NO: 85: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 375 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY: sig_pepcide 
(3} LOCATION : 217.* 25 5 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.4 

seq MCLLTALVTQVIS/LR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 85: 
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AATGCCAGTG TCAGCTTCTC TCCGAAAACT GGGTAATACG AAATGGTCTT TATTGGTTGT 60 

GAACACTCGA GCTGAGAAAC ATTTTAGGAT CTTTGTGTCT TTTGTGATGA TTTTGTTTCT 120 

GRAAGRWGGA AASCTGTCTA AAAATATTCA AGTGTGCAAC CAAGGATTTA GATGAAGCCA 130 

GCAAACAAAG GAATCATGTA ATCAGGACCT GAGCGA ATG TGC TTA CTC ACG GCG 234 

Met Cys Leu Leu Thr Ala 
-10 

TTA GTT ACA CAG GTG ATT TCC TTA AGA AAA AAT GCA GAG AGA ACT TGT 282 
Leu Val Thr- Gin Val lie Ser Leu Arg Lys Asn Ala Glu Arg Thr Cys 
-5 i 5 

TTA TGC AAG AGG AGA TGG CCC TGG NGC CCC TCG CCC CGG ATC TAC TGC 330 
Leu Cys Lys Arg Arg Trp Pro Trp Xaa Pro Ser Pro Arg lie Tyr Cys 
10 15 20 25 

TCA TCC ACC CCA TGC GAT TCC AAA TTC CCC ACC CTC TAC TCC AGT 37 5 

Ser Ser Thr Pro Cys Asp Ser Lys Phe Pro Thr Val Tyr Ser Ser 



(2) INFORMATION FOR SEQ ID NO: 86: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 156 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo~ Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
T3> LOCATION: 76.. 129 

(C> IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6.3 

seq GLALVA P PS RS /CP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 86: 



ATCTGGCGCG TGGTCTTGCA TTTCCTACTT GGTCCTGTTC GTGGCGCCGC GCCTCCGGGT 60 

GTTGGGGAGT CCGGG ATG ATG GGG AAT CCG GGG CTC GCC CTA GTC GCG GGG 111 
Met Met Gly Asn Pro Gly Leu Ala Leu Val Ala Gly 
-15 -10 

ACA CCG CCT TCC AGG AGC TGT CCC CAG GCA AAC TCA CAG ACG CGG 156 
Thr Pro Pro Ser Arg Ser Cys Pro Gin Ala Asn S-,-: Gin Thr Arg 
-5 1 5 
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(2) INFORMATION FOR SEQ ID NO: 87: 

(i) SEQUENCE CHARACTERISTICS ; 

(A) LENGTH: 458 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 186.. 299 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.3 

seq PCVSLLWAPRXFA/SS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 8' : 



ATA^CCCATA TAGTAGTTAA GCCATTGTGG TGAGGGTGTT TGAAACCCAG CTATCCTATG 60 

TAATGCTATT TCCAGGGGAA AAATATTCCC AATTCCAGGT AAAAGATCAG AAACAGATAT 120 

CACCTGSAWT TTGTTCCACC TTCACCCCAG GCTTCAGCTA TACTTAGGTA TTACTCTCTG 180 

GTCCC ATG AAC CAT CTC ATG CCT TTG ACT GTG CTG CAC TCA GTG CTT GAA 230 
Met Asn His Leu Met Pro Leu Thr Val Leu His Ser Val Leu Glu 
-35 -30 -25 

ATG CTC CGC ACA CCC CGC ACA CCT CCC TGG CCC TGT GTA TCC CTT CTA 27 8 
Met Leu Arg Thr Pro Arg Thr Pro Pro Trp Pro Cvs Val Ser Leu Leu 
-20 -15 . " -10 

TGG GCG CCC AGA GSA TTT GCT TCC TCT TGC TCT CAA GCA TTT ACC ACT 32 6 
Trp Ala Pro Arg Xaa Phe Ala Ser Ser Cys Ser Gin Ala Phe Thr Thr 
-5 1 5 

CTG CAN KGC AAT TGC TTG CTT ACT AAT CCA TCT CCC ACA CTA GAT TGT 37 4 
Leu Xaa Xaa Asn Cys Leu Leu Thr Asn Pro Ser Pro Thr Leu Asd Cys 
10 15 20 . 25 

GAC CTC CCT GAG GGC TCA GAA ATA TTA AAT TCT TCT CTG TAT CCT CAT 4 22 
Asp Leu Pro Glu Gly Ser Glu He Leu Asn Ser Ser Leu Tyr Pro His 
30 35 ' 40 

TGC CTA CTC AGT GCT TGG AAC ACA CGA CAC TCA ACA 4 58 

Cys Leu Leu Ser Ala Trp Asn Thr Arg His Ser Thr 
45 50 



(2) INFORMATION FOR SEQ ID NO: 88: 



U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 133 base pairs 
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(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 13. .84 

{C} IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6.3 

seq SLLXLRASQLSEG/DT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 68: 

(ITTATTATTT TT T\ TT* .CC.n PUT p<T»rr» rrtmm f+rr' f *. *r» * <n * « tm> » n j—m mm » r- 

i i. x i*n x. t\ x x x a l rttw uwn >-ni w 4 4 VJivj 1 i. 1 VJOVJ VJrtJ. rtlrt *-LTVtt rtrt 1 rtUl i in 01 

Met Gly His Val Val Phe Giy Asp He Lys Asn Ser Leu 
-20 -15 

TTA KGT TTA AGG GCT TCG CAG CTT AGT GAG GGA GAC ACA TGR VTG AAM 99 
Leu Xa* Leu Arg Ala Ser Gin Leu Ser Glu Gly Aso Thr Xaa Xaa Xaa 
-10 -5 1 5 

TVA TGT CCA BRT ATG RTG AGA GGT AAA CAC ATA TCC TAT 138 
Xaa Cys Pro Xaa Met Xaa Arg Gly Lys His He Ser Tyr 
10 15 



(2) INFORMATION FOR SEQ ID NO: 89: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 341 base pairs 

(B) ' TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

( B) LOCATION: 48.. 290 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 6.3 

seq FLSLLKSVSETPG/SL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: ■ 89 : 



ACTTCTTCCC CG3GTCTCCG AAGCCGCTAG GGAAGCGCAA C . 5GGCC ATG GCT GGC 5 6 

Met Ala Gly 



WO 99/06554 



68 



PCT/IB98/01238 



-80 

GGG AGG CGG GAT TAC AGC CAG CTC TTT GGC CGC GCC CCC GGT CGG CTC 104 
Gly Arg Arg Asp Tyr Ser Gin Leu Phe Gly Arg Gly Pro Gly Arg Leu 
-75 -70 -65 

TCG CGA GCG CGA GCC TCT GTT GTG CGT TGG TCT CCC CGG GCA ACT GCT 152 
Ser Arg Ala Arg Ala Ser Val Val Arg Trp Ser Pro Arg Ala Thr Ala 
-60 -55 -50 

TGC CCT GCG CCA CCG AGC CTC CCG GAT TTA AAG CGG CAG GAG CTG GTT 200 
Cys Pro Ala Pro Pro Ser Leu Pro Asp Leu Lys Arg Gin Glu Leu Val 
-45 -40 -35 

AGC CGG ATA GAA TGT GGG TGC CGA GGG CCG GTG GGG GCC ACC GCA GAC 24 8 
Ser Arg He Glu Cys Gly Cys Arg Gly Pro Val Gly Ala Thr Ala Asp 
-30 -25 -20 -15 

TTC TTT CTG TCC CTG CTC TDC AGC GTC TCT GAA ACC CCT GGC AGC CTG 296 
Phe Phe Leu Ser Leu Leu Xaa Ser Val Ser Glu Thr Pro Gly Ser Leu 
-10 -5 l 

CGG RGA AAC GAT CTT TTC TTC GTC TCT CAG CTT ATT TGG GGC CGG 341 
Arg Xaa Asn Asp Leu Phe Phe Val Ser Gin Leu He Tro Gly Arg 
5 10 15 



(2) INFORMATION FOR SEQ ID NO: 90: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 272 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(D)- DEVELOPMENTAL STAGE: Fetal 
[F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 207. .263 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.1 

seq LWCFH.^riSFSLS/SS 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 9J: 



ATCCTCCATA GCTATATCCA TTTCCTGGGA CATGGGTTGG CCCAAGAGGG AATGAGAAGG 60 

ACCTGCGATT GC AC AGG AAA TTCTGGGGCA CATTTAACGT TAAATCATTA AGCTTCTGCC 120 

AATAAATCCA TTACTGTTAA TTACACTGAG ATGGCCAACG ATCTGCTGAC AATATTCCTT 180 

CATTGATTTT CATTCTCAGT GAATCG ATG TTC TGG CNT GGC TCT CTT TGG TGT 233 

Met Phe Trp Xaa Gly Ser Leu Trp Cys 
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-15 



TTT CAT TCT TTC ATT TCT TTC TCC CTG TCC TCA TCA CGG 272 
Phe His Ser ?he .lie Ser Phe Ser Leu Ser Ser S-:r Arg 
-10 -5 1 



(2) INFORMATION FOR SEQ ID NO: 91: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 351 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR . 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL" SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

/..EM TTC CM C* TV.OP. . 

(ix) FEATURE : 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 118.. 225 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6 

seq FLLTFF3YSLLHA/SR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 91; 



AGGCNNNCGG ASCSGGGCTG GAGAGCGGCS NCCACTGCGG ATCTCGGAAG GAAGAAATGA 60 
TGTAAATCAC TCATSSAVAC TTTAAGGTCN NNNGTGAGAM GGAAGGTCAG GMAGAAC 117 



ATG GCC TGG CCA AAT GTT TTT CAA ABA GGG TCT CTG CTG TCC CAG TTC 165 
Met Ala Trp Pro Asn Val Phe Gin Xaa Gly Ser Leu Leu Ser Gin Phe 
-35 -30 -25 



AKN BAT CAT CAT GTT GTA GTG TTC CTG CTC ACT TTC TTC AGT TAT TCG 
Xaa Xaa His His Val Val Val Phe Leu Leu Thr Phe Phe Ser Tyr Ser 
-20 -15 -10 -5 



213 



TTG CTC CAT GCT TCA CGA AAA ACA TTT RGC AAT GTC AAA GTC AGT ATC 
Leu Leu His Ala Ser Arg Lys Thr Phe Xaa Asn Val Lys Val Ser He 
1 5 10 



261 



TCT GAG CAG TGG ACC CCA AGT GCT TTT AAC ACG TCA GTT GAG CTG CCT 
Ser Giu Gin Trp Thr Pro Ser Ala Phe Asn Thr Ser Val Glu Leu Pro 
15 20 25 



309 



GTG GAG ATC TGG AGC AGC RAC CAT TTG TTC CCC AGT GCA GAG 
Val Glu He Trp Ser Ser Xaa His Leu Phe Pro Ser Ala Glu 
30 35 -JO 



351 



(2) INFORMATION FOR SEQ ID NO: 92 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 4 66 base pairs 

(B) TYPE: NUCLEIC ACID . 
(CJ STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE : kidney 

(ix) FEATURE: 

"(A) NAME/KEY: sig_peptide 

(B) LOCATION: 380.. 436 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6 

seq WILAVC1SLPSSS/XI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 92: 



ACTCTCTTCT ACTGGAATGG TACCCTTGTT GACTGACTCA TGTATAGCTG CTTGGCTTAA 60 

TGGTAGACCA GATATTCAGG TCCTCTGAGA CAGGCCCCTG A7GACTTTTG CAACTACATC 120 

TTTCAMCACA GCCTGCCTTG CATTTTGGAC TCTAGCAACA CTGAAATACA TGTCATTTCC 180 

CAAGGCATGT TAAGCTGTTT CTATTCTCTA GGCTCTCCCT TTTTCCTAGA ATGCCCTTTT 240 

CCTCTAGGCT AATGTCTTTC TCCTTTAAAT TAGTCATCTT CAACAAAGGC TACCTTGACC 300 

TTCTCTTGAC TTTGCCACAT TCCTGCTGCT GCCTTCCTTC CATGGCCTTT GTCACGCTAT 360 

ATGGTAATTG ACAGGTTCC ATG ATC TTG AGG AAC TTA TGG ATT TTA GCA GTG 412 

Met lie Leu Arg Asn Leu Trp lie Leu Ala Val 
-15 * -10 

GGT CTT AGC TTG CCA TCT TCT TCA MCC ATC AAG TTT CAT TTC TCT CTT 4 60 
Gly Leu Ser Leu Pro Ser Ser Ser Xaa He Lys ?he His Phe Ser Leu 
-5 1 5 

TAG TCA 4 66 

Tyr Ser 
10 



(2) INFORMATION FOR SEQ ID NO: 93: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 389 base pairs 

(B) TYFE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
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(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

( B) LOCATION: 267.. 371 

. (C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.9 

seq LCGLLHLWLKVFS/LK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 93: 

ACAATCAGTT TGCCAATACC TCAGAAACAA ATACCTCGGA CAAATCTTTC TCTAAAGACC 60 

TCAGTCAGAT ACTAGTCAAT ATCAAATCAT GTAGATGGCG GCATTTTAGG CCTCGGACAC 120 

CATCCCTACA TGACAGTGAC AATGATGAAC TCTCCTGTAG AAAATTATAT AGGAGTATAA 180 

ACCGAACAGG AACAGCACAA CCTGGGACCC AGACATGCAG TACCTCTACG CAAAGTAAAA 24 0 

GTAGCAGTGG TTCAGCA.CAC TTTGGT ATG TTG ACT GTT AAT CAT GTA CGT TTC 293 

Met Leu Thr Val Asn Asp Val Arg Phe 
-35 -30 

TAT AGA AAT GTC AGG TCC AAC CAT TTC CCA TTT GTT CGA CTA TGT GGT 341 
Tyr Arg Asn Val Arg Ser Asn His Phe Pro Phe Val Ara Leu Cys Gly 
-25 -20 -15 

CTG TTA CAT TTA TGG CTT AAA GTC TTT TCT CTT AAA, CAG TTA AAA AAA 38 9 
Lea Leu His Leu Trp Leu Lys Val Phe Ser Leu Lvs Gin Leu Lys Lys 
-10 -5 1 5 



(2) INFORMATION FOR SEQ ID NO: 94: 

(ij SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 272 base pairs 
(3)' TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 111.. 179 

(C) IDENTIFICATION METHOD: Von He Line matrix 

(D) OTHER INFORMATION: score 5.9 

seq LFLNL/.LAXPFS/KQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 94: 



ATTAATT7TA ATTTTCATTG TCAATATTTT GAGCTTAGAA CATTTATGGT ATAAAAATT7 60 
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AAACTAATCA AAGTTGTGTG ATGATTTCCG GGAATTATTA TTGAAAGCCT ATG AAT 116 

Met Asn 

TTA AAA CCA GGT TTA CCA TGT AAT TTG TTT TTA AAT TTA TGT ATA CTA 164 
Leu Lys Pro Gly Leu Pro Cys Asn Leu Phe Leu Asn Leu Cys He Leu 
-20 -* -15 -10 

GCC TGV CCT TTC TCC AAG CAA ATT ATT GAA CTA TTA GAA TAT GTT AGT 212 
Ala Xaa Pro Phe Ser Lys Gin He He Glu Leu Leu Glu Tvr Val Ser 
"5 1 5 0 10 

TAT CAT CCT TGT GTC TTA GTA TAT AGT GAA TAC AGM AAC ATC AGC ATT 2 60 
Tyr His Pro Cys Val Leu Val Tyr Ser Glu Tyr Xaa Asn lie Ser He 
15 20 25 

GTA TAC ACT CTT 272 
Val Tyr Thr Leu 
30 



(2) INFORMATION FOR SEQ ID NO: 95: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 345 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 
(3} LOCATION: 43. . 162 

{C] IDENTIFICATION METHOD: Von Heijne matrix 
iD) OTHER INFORMATION: score 5.9 

seq VVLAWG LLNVSMA/GM 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9 r :: 



ACCAGAGAGA GTGGCGCGAG CTGCGTTTTC CGGCCAGAGG AC ATG ATG CAG GGG 54 

Met Met Gin Gly 

GAG GCA CAC CCT AGT GCT TCC CTT ATT GAC AGA ACC ATC AAG ATG AGA 102 
Glu Ala His Pro Ser Ala Ser Leu He Asp Arg Thr He Lys Met Arg 
-35 -30 -25 

AAA GAA AC A GAG GCT AGG AAA GTG GTC TTA GCC TGG GGA CTC CTA AAT 150 
Lys Glu Thr Glu Ala Arg Lys Val Val Leu Ala Tio Gly Leu Leu Asn 
-20 -15 -10 * -5 

GTA TCT ATG GCT GGA ATG ATA TAT ACT GAA ATG ACT GGA AAA TTG ATT 198 
Val Ser Wet Ala Gly Met He Tyr Thr Glu Met Thr Gly Lys Leu He 
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AGT TCA TAC TAC AAT GTG ACA TAC TGG CCC CTC TGG TAT ADY GAG CTT 24 6 

Ser Ser Tyr Tyr Asn Val Thr Tyr Trp Pro Leu Tro-Tyr Xaa Glu Leu 

15 -r 20 25 

GCC CTT GCA 7CT CTC TTC AGC CTT AAT GCC TTA TTT GAT TTT TGG AGA 2 94 

Ala Leu Ala Ser Leu ?he Ser Leu Asn Ala Leu Phe Asd Phe Trp Arg 

30 35 40 

TAT TTC AAA TAT ACT GTG GCA CCA ACA AGT CTG GTT GTT AGT CCT GGA 34 2 

Tyr Phe Lys Tyr Thr Val Ala Pro Thr Ser Leu Val Val Ser Pro Gly 

45 50 55 60 

CGG 345 
Arg 



(2) INFORMATION FOR SEQ ID NO: 96: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 447 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE:- CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
. (D) DEVELOPMENTAL STAGE: Fetal 
( F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 274. .330 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.9 

seq PXXLLILAHITQS/CP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 96: 



AGTATTTGTT AAATGCTACA AGAGTGACTG GGATCATAAG TGTTACGGGA GTTTGGCAAA 60 

GAAGCAGGAG GTAGTTAGTG TAACTGTTAA TGTGATTATA A 3 ACT AAT AC ATTTTGTKGG 120 

RAGATAACTT ACCAAGTTTG GTTTGTGGAA AATTTGGATT GAGAAGGAAA TTGTATGTTT 18 0 

CCGTTAGAAG TAGAACAACA ACAACAAAAT ATCTCCCATC ATT7CTTTGG TACTATCTGG 24 0 

CCTCCCCAGT GCTGCTTGGG AGAATCATGA AAC ATG ATG AAT CAA ACA CAT CCT 2 94 

Met Met Asn Gin Thr His Pro 
-15 

TRM RTG TTG CTC ATC CTG GCA CAT ATT ACA CAG AGT TGC CCA TGG GCC 34 2 
Xaa Xaa Leu Leu lie Leu Ala His lie Thr Gin Cys Pro Trp Ala 

-10 -5 1 



CAT GTA GGA GCA GCT CCA TCT GCC CTT CTA ATA CJ*T AGG TGG GAR CTG 



390 
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His Val Gly Ala Ala Pro Ser Ala Leu Leu lie His Arg Trp Glu Leu 
5 10 15 20 

AGG GGG TGC TCG TAT TTG AAA CTG TTT TTG GTT ATG GTG CTC ATA TTT 4 38 
Arg Gly Cys Ser Tyr Leu Lys Leu Phe Leu Val Met Val Leu He Phe 
25 30 35 

GAA ATG CTT 447 
Glu Met Leu * 



(2) INFORMATION FOR SEQ ID NO: 97; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 355 base pairs 

(B) TYPE: NUCLEIC ACID 
<C) STRANDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 35.. 94 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5.B 

seq GLVLLLSLAEILF/KI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 97: 



AGTCCTAGTC AGAGTTTTCT GTGAAGGCAA GGGC ATG GGG TTG CCG GAG AGA AG A 55 

Met Gly .eu Pro Giu Arg Arg 
-20 -15 

GGA TTG GTC CTG CTT TTA AGC CTA GCT GAA ATT CTT TTC AAG ATC ATG 103 
Gly Leu Val Leu Leu Leu Ser Leu Ala Glu He L=*u Phe Lys He Met 
-10 -5 1 

ATT CTG GAA GGA GGT GGT GTA ATG AAT CTC AAC CCC GGC AAC AAC CTC 151 
lie Leu Giu Gly Gly Gly Val Met Asn Leu Asn Pro Gly Asn Asn Leu 
5 10 ;s 

CTT CAC CAG CCG CCA GCC TGC ACA GAC AGC TAC TCC ACG TGC AAT GTT 199 
Leu His Gin Pro Pro Ala Trp Thr Asp Ser Tyr Ser Thr Cys Asn Val 
20 25 30 35 

TCC AGT GGG TTT TTT GGA GGC CAG TGG CAT GAA ATT CAT CCT CAG TAC 247 
Ser Ser Gly Phe Phe Gly Gly Gin Trp His Glu He His Pro Gin Tyr 
40 45 50 

TGG ACC AAG TAC CAG GTG TGG GAG TGG CTC CAG CAC CTC CTG GAC ACC 2 95 
Trp Thr Lys Tyr Gin Val Trp Glu Trp Leu Gin His Leu Leu Aso Thr 
55 60 65 
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AAC CAG CTG GAT GCC AAT TGT ATC CCT TTC CAA GAS TTC GAC ATC AAC 
Asn Gin Leu Asp Ala Asn Cys He Pro ?he Gin Gij Phe Asp He Asn 
70 75 80 



343 



GGC GAG CAM CGG 
Gly GIu Xaa Arg 
85 



355 



(2) INFORMATION FOR SEQ ID NO: 98: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH; 409 base pairs 

(B) TYPE : NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
{ D) TOPOLOGY: LINEAR 



Cxi) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fatal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 305.. 388 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

(D) OTHER INFORMATION: score 5.8 

seq LCWALLYNCFSSS/CV 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 90: 



ATCAGTCTGT GGAGACAGGT GAGCACGAAC TTCTGAGACA GGTGTGGGTG CGAGGGTCGG 60 

GAGGGTCATG GGATTGGGAC CGAGGTGTGA GGAGGGAATC TGCAATTCCT TGCTACACAG 120 

AGCGCTGGCA ACTTCTGACA GGCTGTTTCT GGGGTATGGG CTGCCTCGGG TTGTTGCTGT 180 

TACAAGGAAA GAAAAGAGTT CCCCTGCCCA CCGCCTCCCA GCCACTGGGC TACCTCCTGG 24 0 

CAGGAAATTT GCAAACTGAG TTTAACAAGT TAGGATCAGC AGAGGGTAGA GGAGGGCCTG 300 

GCAG ATG TGG GGT CTA GAA GAG GAC AGG AGT TAT CAG GGS CTC CGG CCA 34 9 
Met Trp Gly Leu Glu Glu Asp Arg Ser Tyr Gin Gly Leu Arg Pro 
-25 -20 -15 

TTG TGC TGG GCT TTG CTG TAC AAT TGT TTC TCA AGT TGT GTY CCT 397 

Leu Cys Trp Ala Leu Leu Tvr Asn Cys Phe Ser S- - Ser Cys Val °ro 
-10 -5 i 

GTG GCT TTG GTG 4Qg 
VaL Ala Leu Val 
5 



INFORMATION FOR SEQ ID MO: 99: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 401 base pairs 

(B) TYPE: NUCLEIC ACID . 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii> MOLECULE TYPE: CDNA 



<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(D TISSUE TYPE: kidney 



(ix) FEATURE: 

(AJ NAME /KEY : sig_peptide 

(B) LOCATION: 129.. 383 

(C) IDENTIFICATION METHOD: Von He:;:ne matrix 

(D) OTHER INFORMATION: score 5.7 

seq ALLA5LGIAFSRS/RA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 99: 



AGTAGCGGAC ATTTTGTTTC TGTCAGGCTG TCCCTGGCCG GGGTTCTGTA ACGCTTGTGT 60 

GGGCCGCAGG TGGAGGTGTT GGGAAAGCGC GGAGGAGATG TTGTCCCCAG TGTCCCGAGA 120 

CGCGTCTG ATG CTC TGC AGG GAC GGA AGT GCC TGC GTC CCC CGA TCG AGA 170 
Met Leu Cys Arg Asp Gly Ser Ala Cys Val Pro Arg Ser Arg 
-35 -80 -75 

CGC CTG CCG CTC CCG GCA GCT GTC CGC GCC CAC GGT CCT ATG GCG GAC 218 
Arg Leu Pro Leu Pro Ala Ala Val Arg Ala His Gly Pro Met Ala Asp 
-70 -65 -60 



TGN NCG GAC 
Xaa Xaa Asp 
-55 

TAG TTC TCT 
Tyr Phe Ser 



TTG TAC CAT 
Leu Tyr Kis 



TCC GCG CGG 
Ser Ala Arg 
-50 

CGG GAA GAA 
Arg GIu Glu 
-3'5 

GAT GTG ATG 
Asp Val Met 
-20 



GGC TGT GTG 
Gly Cys Val 

TGG GAG CTT 
Trp Glu Leu 



CTG GAG AAC 
Leu Glu Asn 
-15 



GTC TTT GAG 
Val Phe Glu 
-45 

CTT GAT GAT 
Leu Asp A^ [ 
-30 

TTT GCA CTT 
Phe Ala Lou 



GAT GTG TTT 
Asp Val Phe 



GCT CAG AGA 
Ala Gin Arg 
-25 

TTA GCC TCA 
Leu Ala Ser 
-10 



GTA 2 66 

Val 

-40 

CTT 314 
Leu 



CTG 362 
Leu 



GGA ATT GCA TTT TCC AGA TCA CGT GCA GTC ATG A^_A CTA 
Gly lie Ala Phe Ser Arg Ser Arg Ala Val Met Lys Leu 
-5 1 5 



401 



\2) INFORMATION FOR SEQ ID NO: 100: 

;i; SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 261 base pairs 
(3) TYPE: NUCLEIC ACID 
(CI STRANDEDNESS : DOUBLE 
(0) TOPOLOGY: LINEAR 
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(iij MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Fetal 

(FJ TISSUE TYPE: kidney 

(ix> FEATURE: 

(A) NAME/KEY: sig_pepticte 

(B) LOCATION: 61. .228 ' 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.7 

seq FLCFLNLTSHLSG/LD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 100: 

ATACCTAATG ATAACACAGT ATCTCTTCGA ATTTGTACTA TTGCAGAACA TTTAGAAACA 50 

ATG CTT ATT ACT CGK TTA CAG TCT GGT ATA GAT TTT GCA ATC CAG CTT 108 
Met ,eu He Thr Arg Leu Gin Ser Gly lie Asp ?he Ala lie Gin Leu 
D -50 5 

GAT GAA AGC ACT GAT ATT GGA AGC TGC ACA ACA C7T TTA GTT TAT GTC 
Asp Glu Ser Thr Asp lie Gly Ser Cys Thr Thr Leu Leu Val Tyr Vai 
40 ~ 35 -30 _25 

AGA TAT GCG TGG CAA GAT GAT TTT TTG GAG GAT ITT TTG TGT TTT TTA 
Arg Tyr Ala Trp Gin Asp Asp Phe Leu Glu Asp Pne Leu Cys Phe Leu 
"20 -is _ 1Q 

AAT TTA ACC TCA CAC CTA AGT GGA TTA GAT ATT TTT ACA GAA TTA GAA 
Asn Leu Thr Ser His Leu Ser Gly Leu Asp He Pne Thr Glu Leu Glu 
" 5 1 5 

AGG CGC GGG 

Arg Arg Gly . 261 

10 



156 



204 



252 



(2) INFORMATION FOR SEQ ID NO: 101: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 382 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A} ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(-"•} NAME/KEY: sig_peotide 
(3) LOCATION: 191.. 304 

(C) IDENTIFICATION METHOD: Von F^ne 

(D) OTHER INFORMATION: sco-* 5 7 ' 
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seq LAFLSCLAFLVLD/TQ 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 101: 

AACTCTGCAG GGCCTCCAAG GCCAGGCTTC AGGGCTGGGA CTCAGTCCTG AGGCACTGGG 60 

GAGCCATGAG GGGCTGTGGC AGGGAGGGGC AGGGTGTGGA AAGACTCCCC TGGGGCCATG 120 

GTGGAGATGT GCTGAGGTCT TCTCCCTGAT CGTCTTCTCC TCCCTGCTGA CCGACGGCTA 180 

CCAGAAC KAG ATG GAG TCT CCG CAG CTC CAC TGC ATT CTC AAC AGC AAC 22 S 

Met Glu Ser Pro Gin Leu His Cys Ilo Leu Asn Ser Asn 

-35 -30 . 

AGC GTG GCC TGC AGC TTT GCC GTG GGA GCC GGC TTC CTG GCC TTC CTC 277 
Ser Val Ala Cys Ser Phe Ala Val Gly Ala Gly Phe Leu Ala Phe -Leu 
-25 -20 -15 , 10 

AGC TGC CTG GCC TTC CTC GTC CTG GAC ACA CAG GAG ACC CGC ATT GCC 325 
Ser Cys Leu Ala Phe Leu Val Leu Asp Thr Gin Glu Thr A^-g Ti e Ala 
-5 i \ ' 

GGC ACC CGC TTC AAG ACA GCC TTC CAG CTC CTG GAC HKC ATC CTG GCT 37 3 
Gly Thr Arg Phe Lys Thr Ala Phe Gin Leu Leu Aso Xaa He Leu Ala 
10 15 20 



GTT CTC TGG 
Val Leu Trp 
25 



382 



(2) INFORMATION FOR SEQ ID MO: 102: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 279 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

<D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 
<F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/ KEY : sig^peptide 

(B) LOCATION: 190. .273 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.7 

seq DKLFLLFPRSCSS/LV 

(:<i) SEQUENCE DESCRIPTION : SEQ ID NO: 102: 



CTCTTSTTAA CCTGTCTTTT GCTATAGGAG TGTCACACCC TTATGAGGGG AGA3GAGAGA 6C 
TATCA7ACTT TTTCTACC7C TACACTTTTA AT AT CAT 7 AA T77TCTAACA ATGCCCAAA7 12C 
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CTTCAGTACA CCTCTCTCTC CTGAACCCTA TACTTGTACA GCAACTTTCT ATGTGACATT 180 

TCTTCTTAA ATG TCT AAT AAG TAT ATC AAA CCT AGC ATG TCC CCA GGA AAC 231 
Met Ser Asn Lys Tyr lie Lys Pro Ser Met Ser Pro Gly Asn 
-25 -20 -15 

ACT GAT CAT CTT TTC CTA CTC TTC CCC CGA AGT TGT TCC TCC CTC GTC 27 9 
Thr Asp His Leu Phe Leu Leu Phe Pro Arg Ser Cys Ser Ser Leu Val 
-10 -5 l 



(2J INFORMATION FOR SEQ ID NO: 103: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 340 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY : LINEAR 

til) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 263.. 334 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 

seq FFFFLFLLPPXPP/TG 

(Ki) SEQUENCE DESCRIPTION: SEQ ID NO: 103: 

ATATGTGTAA TGTCTTTATT CCTTAGACTA TGGTCTCCGT GGAAGATTAC TGATACTCCC 60 

ACTAGTATTA ATAACAATGT TAGGTAACAT TACTGAATGT TTACTGAGTG CCAGGTAATG 120 

TTCTAATTGC TTTACATGTA TTAGGCTATG TATTCCTCAC ATG AAC CAT A TGAAAGAGAT 180 

ACTCTTATTG TTGTCATTTT AGAAGTGAAG AAACTGAGGC ACAGAAAACT TAAGTAATTA 24 0 

GTCCAATTCA TACAGGTAGT AT ATG GTA GAA CTG AAG :/,G TTG GGC CCC AGG 292 

Met Val Glu Leu Lys Gin Leu Gly Pro Arg 
-20 -15 

TCT TTT TTT TTC TTT CTT TTT CTT CTG CCG CCG R:? CCT CCA ACC GGG 34 0 
Ser Phe Phe Phe Phe Leu Phe Leu Leu Pro Pro Xaa Pro Pro Th^ Gly 
-10 -5 l 



[2) INFORMATION FOR SEQ ID NO: 104: 

[il SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 151 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS : DOUBL-, 
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(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

fix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3} LOCATION: 17.. 94 

(C) IDENTIFICATION METHOD: Von Herne matrix 

(D) OTHER INFORMATION: score 5.5 

seq LILPALFFFPLHC/TF 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1C< : 



AAACACCTTC TCAGTG ATG CCT TAC GTC ACC ATC CCA TAT ATA ATA GTG TAC 52 
Met Pro Tyr Val Thr lie Pro Tyr lie He Val Tyr 
-25 -20 -is 



TCA CTC ATT CTA CCT GCC CTC TTT TTT TTC CCT CTC CAC TGT ACT TTT 100 
Ser Leu He Leu Pro Ala Leu Phe Phe Fhe Pro Leu His Cys Thr Phe 
-10 ,-5 i 



CAC GGT CTA ACA TAC TAT ATA TCA TGT GTT TGT TCA TTA TCT CTA CCC ' 148 
His Gly Leu Thr Tyr Tyr He Ser Cys Val Cys Ser Leu Ser Leu Pro 
5 10 15 



ACG 
Thr 



151 



^FORMATION FOR SEQ ID NO : 105: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 327 base pairs 

(9) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_?epticie 

(B) LOCATION: 247.. 321 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(0/ OTHER INFORMATION: score 5.5 

seq LLLCMDLPHSVLS/NW 

!.:•:!; SEQUENCE DESCRIPTION: SEQ ID MO: ICS: 



TAAJL-.CTTCT GGCTGGATTT AAATACTAGG CA'JTATTCCA AG GG AT GAT A 60 
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AAATGTTTTT ACAAACTTAA TTAGACCCAT TTTTGTAATT AAACTTTATT ATACATGTGC 120 

TATGAGGATT AAACTTTGCC TCATAAAAGT ATTCTGACAG GTGCTTTGCA CAGAGTAAGT 180 

CCGCCAAAGT GGACGTTCTC ATATGTAATT CTGAGCTTAC TCATACTGGC CAGGAAGGAC 240 

GTGCAC ATG CCA CCT TTG GCA GCT GTG ATG GGG AGC CTG CCT CTG CTC 289 
Met Pro Pro Leu Ala Ala Val Met Gly Ser Leu Pro Leu Leu 
-25 -20 -15 

TTG TGC ATG GAC CTT CCA CAT TCT GTC CTG TCC AAC TGG 327 
Leu Cys Met Asp Leu Pro His Ser Val Leu Ser Asa Trp 
-10 -5 1 



. (2T INFORMATION FOR SEQ ID NO: 106: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 254 base pairs 

{B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

"(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

<ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 186.. 248 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

seq EFLFLGF?SNSW?/HR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10 6: 



ACAGCTAGAA TATGTTGGAT TCAGGAGCTT GTCCATTATT TGTAGGTAAA AAAAGCTGCA 60 

CG TAG AT TTG ACTTCAACTC CGTAAAAAAG ACAGCTGTAT TTTCCGTCCA ACTGGAATTG 120 

TTGAATCACA CTGCATAGCT GCCCAAAAGA GAGTGTTTGG TCTTGAACTT 7CTATACTTT 130 

TATAA ATG TTA CAA ATT CCC GAA AG A AGG G.AA TTT '."TT TTT CTG GGG TTT 2 30 
Men Leu Gin He Pro Glu Arg Arg Glu Phe _eu ?he Leu Gly Phe 
-20 -15 -10 

CCT TCA AAC TCT TGG CCC CAC AGG 2 54 

Pre Ser Asn Ser Trp Pro His Arg 
-5 1 



[2; INFORMATION FOR SEQ ID NO: 107 
(i) SEQUENCE CHARACTERISTICS 



WO 99/06554 



82 



PCT/IB98/01238 



(A) LENGTH: 165 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 49.. 102 

(C) -IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

seq FLITLFCCCVVVG/FF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 107: 



ACATGTATCT GTTGGCTATT TGTATATCAT CTTTGCATCT TTGGATAA ATG TTC TTT 57 

■ • Met Phe Phe 

GTC CAT TTT TTA ATC ACT TTA TTT TGT TGT TGT GTT GTA GTG GGG TTT 105 
Val His Phe Leu lie Thr Leu Phe Cys Cys Cys Val Val Vai Gly Phe 
-15 -10 -5 .1 

TTT GGC CAT GAT CAT TCA TTT ATC TCA CAG TTC ATT CTT GTT ACT TGG 153 
Phe Gly His Asp His Ser Phe He Ser Gin Phe He Leu Val Thr Trp 
5 10 15 

GCC AGG GCA GGG 165 
Ala Arg Ala Gly 
20 



(2) INFORMATION FOR SEQ ID NO: 103: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 163 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME/KEY: sig_pe?cide 
(3) LOCATION: 83. .157 

(C) IDENTIFICATION METHOD: Von He.jne matrix. 

(D) OTHER INFORMATION: score 5.5 

seq CLLHLRCLQLYWA/AR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: ICS: 
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ATCAGTGTAT TTTTTTTATA GATTTAAAAT ATACCTGAAA ACTTTTCTAG GAAGAATAAT 60 

TATTCATGGA AAGAGCATTG TA ATG GCA TGT TTT GGG GAG AAA AGA CAT GCC 112 

Met Ala Cys Phe Gly Glu Lys Arg His Ala 
-25 -20 

AAG TCT TGT TTA CTA CAT TTA AGA TGT TTA CAA CTA TAC TGG GCT GCT 160 
Lys Ser Cys Leu Leu His Leu Arg Cys Leu Gin Leu Tyr Trp Ala Ala 
-15 -10 -5 l 

CGG 163 
Arg 



(2) INFORMATION FOR 3EQ ID NO: 109: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 374 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 279.. 362 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 5.4 

seq PLSLALQSSCCLC/LT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 109: 



AATAAACCTT ACT7TAACAG AATTTAACAG ATATCTCTTT AAAAAACTGC TTTAATGTTT 60 

TTACCTTCTA TCTTCTTTTT C7CCAGCTTT ATCCTGACAG RGAAGTTAGC ACTAATTAAT 120 

CTATTTTCTC TTCCCCCTCT TTTTTCCCTT GTGTGTGTCT T'lTCTGCCTT CATCTACCCC 180 

AGTGAATTTG TTCAGCATTT TGGCTCACTC ATTTCTTCAG CTAACTACAG CTTACTACTA 240 

CAGCCACCAC TACTAGAGCC ACTCCTGTCT CATCCTGG ATG GTT GAC AGA GAT GAA 296 

Met: Val Asp Arg Asp Glu 
-25 

■-•AC ATC TTG CTA AAG CAA ATA TAC AGY CCC CTT TCA CTG GCT CTC CAG 34 4 
Asp. lie .Leu Leu Lys Gin lie Tyr Ser Pro Leu Ser Leu Ala Leu Gin 
-20 -15 -10 

TCC TCC TGC TGT CTT TGC TTG ACC TCC TGC 374 
Ser Ser Cys Cvs Leu Cys Leu Thr Ser Cys 
-5 1 
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(2) INFORMATION FOR SEQ ID NO; 110: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 213 base pairs 
( 3 ) TYPE: NUCLEIC ACID 

(C) 5TRANDEDNES5: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney • 

(ix) FEATURE : 

(A) NAME /KEY : sig_peptide 
(3} LOCATION: 115.. 174 

CC} IDENTIFICATION METHOD : Von Heijne matrix 
(D) OTHER. INFORMATION: score 5.4 

seq VSVSLCVCDCVRG/ST 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 110: 



ATAAAATTTA CAGAAAAGTT GCAAAGAAGA TAGAATTTCT GCTTAGCTTT TGCCCCAATT 60 

TCCCACTTGC CACCCTTCCC TCTTTGTGTT TGTATCTTTT TTTTTCTGAG CCAC ATG 117 

Met 
-20 

AAA GTA AAG CCG CCT TTT GTG TCT GTG TCA CTC TGT GTG TGT GAC TGT 165 
Lys Val Lys Pro Pro Phe Val Ser Val Ser Leu Cys Val Cys Asp Cys 
-15 -10 -5 

GTA AGG GGT AGO ACA CTT ACA TGG AAC AGG TTA CTG CGT GTG GGA GGG 213 
Val Arg Gly Ser Thr Leu Thr Trp Asn Arg Leu Leu Arg Val Gly Gly 
1 5 10 



(2) INFORMATION FOR SEQ ID NO: 111: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 367 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
( 0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_p-*ptide 
:3} LOCATION: 63 . . 134 
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(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION; score 5.4 

. seq ILLTSCFYTLVSS/TF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 111: 

ATGGCTAACA TATTCTTTTT TTTTTCTCTG TAGTAGTTTT TTGAAAGAAG AAATAGGCTA 60 

TTCTAGC ATG ATC TCA TCC TGT GGA GTT AAA TAC TTG TTT TCA CAT GCC 10 9 
Met He Ser Ser Cys Glv Val Lys Tyr Leu Phe S*- His Ala 
-35 -30 

TCC TTA TTT TTT -ATG GTA GGG AGT ACA GGA AGT TTA ATA CTC * TTA ACT 157 
Ser Leu Phe Phe Met Val Gly Ser. Thr Gly Ser Leu He Leu Leu Thr 
"25 -20 - 15 _ 10 

TCT TGT TTC TAT ACC CTT GTT TCA TCA ACC TTT CT? CAA AAA CTC TCT 20^ 
Ser Cys Phe Tyr Thr Leu Val Ser Ser Thr Phe Leu Gin Lys Leu Ser 
-5 i 5 

TCT TTG CTC TTG ATA TTA TTT ACC GAA ACA AGT G l' Y CTT ATG TTA *AA 253 
Ser Leu Leu Leu lie Leu Phe Thr Glu Thr Ser Vd Leu Met Leu Lvs 
10 15 20 

ACA TTT GTA GCT AAT TCT TGC TGT WAA TTG TGG TCT CAC AAT TGT ATT 301 
Thr Phe Val Ala Asa Ser Cys Cys Xaa Leu TrD Ser His Asn Cys Hp 
25 30 35 

AAT TTC TTC AAA AAG GTC CKG CCT TCT TAT TGC KGC AGC AGT CTA CTC 34 9 
Asa Phe Phe Lys Lys Val Xaa Pro Ser Tyr Cys Xaa Ser Ser Leu Leu 
40 ^5 50 55 



TTC CTG GCC GTA CCT AGG 
?he Leu Ala Val Pro Arg 
60 



367 



(2) INFORMATION FOR SEQ ID NO: 112: 

<i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 243 base pairs 

(B) TYPE: NUCLEIC ACID 
{C) STRANDEDNE35 : DOUBLE 
(D) TOFOLOGY: LINEAR 

<ii) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : si:j peptide 
(3) LOCATION: 17-1 7* 233 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
•ID) OTHER INFORMATION : score 5,4 

sec S TLCK FLVS LS LS / FL 

(xi) SEQUENCE DESCRIPTION-!: SEQ ID NO: 112: 
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AGAAGGGGGT GAAAGGAGTA ACTGCTATAT TTAGAAGGAG GTTAAGGATA GCAATTGATT 60 

TTAAGGGTGG GGCTAGGGAA CTTGTCTTTA AAATCCTGCA TTTGCACAGC AAGCACAGTT 120 

CGTATTGAGA TTTTGCTATT TGGAACTGTA AG GG AG GT AT AGGATGCTGC CTA ATG 17 6 

Met 
-20 

GGA GGT GGG ATH GCA GAG AGT TTT CTA TGT AAT TT: TTG GTA TCA CT7 224 
Gly Gly Gly lie Ala Glu Ser Phe Leu Cys Asn P;w Leu Val Ser Leu 
"15 -io - 5 

TCC CTC TCT TTC CTC CAT GGC CGG 24 8 

Ser Leu Ser Phe Leu His Gly Arg 
1 5 



(2) INFORMATION FOR SEQ ID NO: 113: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 408 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) ST HANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 2 65.. 363 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

(D) OTHER INFORMATION: score 5.4 

seq LA Y FLCCQGV I FG / S L 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 113: 

C TAT TTC TCA. TTGTCTGTCT GGTTTTCCAT CCCCCTCACA TGTGGTGACC AGCACCTGGC 60 

CCGCCACGGC AGCCAGGAGG CATTTGTTAA GCGAATAATC GAGACAGGGA AGAGGAGTGG 120 

AGTTGGCTGC TCCAGACTCT GCTTAGTTTT CCTTTCTCAA AGTTCTCCCT CCTGTGTCC7 180 

AGCCGGGGAA T7AGCTAAAA TGGAATTT7C TTTGGTGATC AGG7ATCCTT CTGATGAAGA 24 0 

GAAGAAAGGC C7AAACTCCC AGGC A7G GAT GCA TTA GAA AG A GGT AGT CTT 291 

Met Asp Ala Leu Glu Arg Gly Ser Leu 
"30 -25 

AGA AAT GAG CAG GCG TTG GT7 ATT TAT GCA GGA C7 3 GCA TAC TTT CTC 33 5 
Arg Asn Gij Gin Aia Leu Va ' He Tyr Ala Gly L. j Ala Tyr Phe L<>- 
-20 -is _ 10 
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TGC TGC CAA GGG GTG ATT TTT GGA AGT CTC CCC T ;? AAT GCT GGT GCT 38 7 
Cys Cys Gin Giy Val lie Phe Gly Ser Leu Pro Ser Asn Ala Gly Ala 

" 5 A - 5 

GGG CCT TTG GGA TGG TCT AGC . Qg 
Gly Pro Leu Gly Trp Ser Ser 
10 15 



(2) INFORMATION FOR SEQ ID NO: 114: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 209 base pairs 

(BJ TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 73. . 194 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.3 

seq SLWFLPLPTHVYT/HT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 114: 



TTGCTTGAAC CTAACTGTCT TGTTTTTGTC TTCCTGTGAG TTCAAGGACA GGAGCAGTGC 60 

TTAACACACA GTAGGTA ATG GAA TAT TTG TTC CAG CAG CCT GGA CAC TCA 110 
Met Glu Tyr Leu Phe Gin Gin Pro Gly His Ser 
-35 -30 

AGG GGA GAA GCC'AGG GCT GCT GCT GCC TCT CTG GAA ACC CT G TCT TCC 
Arg Gly Glu Ala Arg Ala Ala Ala Ala Ser Leu Gli: Thr Leu Ser Ser 
-25 -20 _ 15 

CTT TGG T7T CTG CCT CTC CCA ACC CAC GTG TAC AC A CAT ACA CAT GCC 
Leu Trp Phe Leu Pro Leu Pro Thr His Val Tyr Thr His Thr His Ala 
-10 -5 



1 



AAC 
Asn 
5 



153 



206 



209 



(2) INFORMATION FOR SEQ ID NO: 115: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 337 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS: DOUBLE 
ID) TOPOLOGY : LI ! I EAR 
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(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(AJ ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/KE Y : sig_peptide 

(B) LOCATION: 28 3. .327 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
<D) OTHER INFORMATION : score 5.3 

seq SSMLITILSFI FA/LG 



(xi) 


SEQUENCE DESCRIPTION: 


SEQ ID NO: 


115: 






ACCACAGTCA 


CTGTCACATT 


ATTCTGTTTT 


GTATTTTATT 


TACAGCTCTT 


ATAATTATCC 


60 


GAACTTACAA 


ATTTATTTTC 


TTGTGTTTTC 


TCCGCCTGCT 


CCTCCACTTC 


ATTCTGTAAT 


120 


ACTATAGTTC 


ACTATAATAC 


TTCTAGTTCC 


TAGGACTGGA 


ATTATGTGTC 


TGGCACATAG 


ISO 


TAGACAGTAG 


ATGTTCATTG 


AATGAATGAA 


TGATTCAAAT 


GAGATTTAAA 


TAGCAACAGT 


240 


CCTGACAGAA 


TGGTAAATTT 


CCACACTTAA 


GATGGTCTGT 


TA ATG GTA 
Met Val 


TCA TCA 
Ser Ser 


294 



-15 

ATG TTG ATA ACT ATT CTA TCG TTT ATT TTT GCC TTA GGG TAC CAC ACA 34 2 
Met Leu lie Thr He Leu Ser Phe He Phe Ala L^u Gly Tyr His Thr 
-10 -5 i 5 

GCT TCT TAT CCA GTC TCC CTT CAT CCA CTC TCC TTT TTC CTA CAC 38 7 

Ala Ser Tyr Pro Vai Ser Leu His Pro Leu Ser Fa- Phe Leu His 
10 15 20 



(2) INFORMATION FOR SEQ ID NO: 116: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 405 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE; kidney 

(ix- FEATURE: 

(A) NAME /KEY : sig^peptide 

(B) LOCATION: 31o.*.369 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 5.3 

seq MNLVSALA5SAXG/QR 
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89 

(Ki) SEQUENCE DESCRIPTION: SEQ ID NO: 116: 

ACAGTACTTG GAGGTATTCT AAAGGCAGAC ATACTTTATC -TGAGCAGGTG CTTTTGGCGT 60 

GGTCCTGCCA AGAAAGAAAC AATGGCTTAG ATGACGTCTA TTCTAAGGCC TCAAGGCTTG 120 

CACCCCTGCC ATGCTAAATA CAGATGCGCT CCTCCACCAA GAGAATCCCC TCTGCCCTCT. 180 

GCCATCTCAG CCCCGAGCCA GCTCAGCTGC CCATGACCTG TG TGCAAAGC AGGGGGCGGG 24 0 

ACAAACAGCT ATCGCCTTTG GCCTTCCCTT TGCTCCTGAC AGCGGTCTCA AACCTGGAGG 300 

AGTCAAAGGT CCAAG ATG CCT TTG TTC ACT ATG AAC CTG GTG TCA GCT CTA 351 
Met Pro Leu Phe Thr Met Asn Leu Val Ser Ala Leu 
-15 -1C 

GCG TCC TCA GCA RCA GGG CAG CGT -GGA GCA GGG CCA GCC CTC TGG CAC 399 
Ala Ser Ser Ala Xaa Gly GLn Arg Gly Ala Gly Pro Ala Leu Tru His 



-5 ■ 1 



* 10 



TTG TGT 
Leu Cvs 



(2) INFORMATION FOR SEQ ID NO: 117: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 232 base pairs 

(B) TYPE: NUCLEIC ACID 

. (C) STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 



(11) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Home Sapiens 

(DJ DEVELOPMENTAL STAGE: Fe:al 

(F) TISSUE TYPE: kidney 

<i;<) FEATURE: 

(A) NAME/KEY: sig_pe?tide 
(3) LOCATION: 110.*. 226 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.2 

seq LILLLHCSIRVFF/FF 

Uii SEQUENCE DESCRIPTION: SEQ ID NO: 117: 

CTTGCTTGTA AACATAAGCA TGT ATT ATT A CCTAGGC7TT GAATTTCAAA ATACCGTGTA 

AACTACTCAT GGTAATATAG ATCTTGTTA3 ACAAACGTTC ATGTAAAAA ATG ATC TGC 

Met 'lie Cys 

AAG CAT TAC TGT ATA AAG AAA PAT AAC CTG GAT TAC TTG AA.T AGA ATG 
Lys His Tyr Cys Tie Lys Lys Asn Asn Leu Asp Tyr Leu Asn Arg Met 



60 
118 

160 



GTT TAC AST GCT CAG TTA AA'J TTG ATA CTT CTT CTA CAT TGC ACT ATT 
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Val Tyr Ser Ala Gin Leu Lys Leu lie Leu Leu Leu His Cys Ser U 
-20 -15 -io 

AGG GTT TTT TTT TTT TTT 
^Arg Val Phe Phe Phe Phe 



(2) INFORMATION TOR SEQ ID NO: 118: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 429 base pairs 

(B) TYPE: NUCLEIC ACID 
{C) STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE : Fetal 

(F) TISSUE TYPE: kidney 

(i:<) FEATURE: 

(A) NAME /KEY: sig_peptide 
(8) LOCATION: 232.". 390 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.2 

seq SFLLLCLIHEDKA/IQ 

()ci) SEQUENCE DESCRIPTION: SEQ ID NO: 113: 

AATTTGAGAA GTGCCCTCCT ATACTTAGAG AAAAGGAATA TCCATATCTC TGAACACACA 60 

GGGACACAGA GAGAATCTGA ACACACAGCC TTGGTAGGAT TCCTTCCGTT TATCATCATT 120 

AGATCATAAC CCCYTTTGTC MAGTCCTA7T TCTCCARGAC TCCCTCCTTC TTCATTAAAC 180 

CTTGCATAAA AACTCACAAA TTTAACCATT TATTTGGATT CTTATTTCCT T ATG AAA 237 

Mez Lys 

ATT CCT GTG TGG CAT AAA ACG TGC TTT TTA AAA TCT GAA AGT TTT TCT 28 5 
lie Pro Val Trp His Lys Thr Cys Phe Leu Lys Ser Glu Ser Phe S^r 
-50 -45 -40 

CCT GAT AAT TTA TCT GTT AGT TTG CCT TGT AGA CCT AGC CAG GTA CCC 333 
Pro Asp Asn Leu Ser Val Ser Leu Pro Cys Arc; Pro Ser Gin Val Pro 
~ 35 -30 -25 -20 

TCA CAG GGG CAA GGA AAA TCT TTT CTC CTC CTA CAA CTT ATA CAT GAG 38" 
Ser Gin Gly Gin Gly Ly.~ Ser Phe Leu Leu Leu GLi. Leu II- His Glu 
-15 -10 ' - 5 

GAT AAA GCC ATC CAG AAT GAA GCT ATT TTC CAG CCT TCT CTG CAG CTG 429 
Asp Lys Ala lie Gin Asn Glu Ala lie Phe Gin Pro Ser Leu Gin Leu 
1 5 10 



WO 99/06554 ^ PCT/IB98/01238 

(2) INFORMATION FOR SEQ ID NO: 119: 

<i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 222 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 133.. 189 

(C) IDENTIFICATION' METHOD: Von Heiine matrix 

(D) OTHER INFORMATION: score 5.2 

seq FGCT F V A FX PA FA / L S 

{:<!.) SEQUENCE DESCRIPTION: SEQ ID NO: 119: 



AGTCTGGGGS TGACATTGCA CCGCGCCCCT CGTGGGGTCG CGTTGCCACC CCACGCGGAC 

TCCCCAGCTG GCGCGCCCCT CCCATTTGCC TGTCCTGGTC AGGCCCCCAC CCCCCTTCCC 

ACCTGACCAG CC ATG GGG GCT GCG GTG TTT TTC GGC TGC ACT TTC GTC GCG 
Met Gly Ala Ala Val Phe Phe Gly Cys Thr Phe Val Ala 
"15 -10 

TTC DGC CCG GCC TTC GCG CTT TCH TTG ATC ACT GTG GCT GGG GAC CGT 
Phe Xaa Fro Ala Phe Ala Leu Ser Leu lie Thr Val Ala Gly Aso Arg 
" 5 1 5 io 

GGG 
Gly 



(2) INFORMATION FOR SEQ ID NO: 120: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 358 base pairs 

(3} TYPE: NUCLEIC ACID 

(C; STRANDEDNESS: DOUBLE 

(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

iO) DEVELOPMENTAL STAGE: Fetal 

{F! TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KE/: sig_pe?tide 
{3} LOCATION: 30.. 191 

(CJ IDENTIFICATION METHOD: Von Heinne mat:;/. 



60 
120 
171 

219 

222 
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(D) OTHER INFORMATION: score 5.2 

seq LWSSCWLAPLADG/ML 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 120: 



AAGATCAACA GGAGGCDGTG GCAGTGGTGG AAGAAGAGGC GCGGCGGCGG GGGTAGGGAG 60 

CCTGGAAACG CGAGCGGGG ATG GTA GGT GGT TTG GAC CCG CCG GGC CGC CGT 112 

Met Val Gly Gly Leu Asp Pro Pro Gly Arg Arg 
-30 -25 

CGT TTC CAG AAA GGG TTT GAC TGG AGG AAC CTC TGG AGC AGC TGT TGG 160 
Arg Phe Gin Lys Gly Phe Asp Trp Arg Asn Leu Trp Ser Ser Cys TrD 
"20 .15 -io 



CTG GCT CCT CTG GCT GAT GGC ATG TTG AGG TAC ATG GGC CAG CVG CAG 
Leu Ala Pro Leu Ala Asp Gly Met Leu Arg Tvr Met Gly Gin Xaa Gin 
-5 1 '5 



GGC GGG 
Glv Glv 



208 



CGA NGG GCA TCC AAT CCA GAG GGG TCC ACT CTA GAG GCC AGG CCA CCA 256 

Arg Xaa Ala Ser Asn Pro Glu Glv Ser Thr Leu <V-i Ala 

10 15 20 ■ * *25 

GCA CCA TRG GCC AGT GTG TCA CCA AGT GTA AKH MTC CCT CAT CGA CCC 304 

Ala Pro Xaa Ala Ser Val Ser Pro Ser Val Xaa Xaa Pro K<s A-g Pro 

30 35 40 

TGG GCA GCA AAA ATG GAG ACC GTG AGC CCA GCA AC A AGT CRC ATA GCA 352 

Trp Ala Ala Lys Met Glu Thr Val Ser Pro Ala Thr Ser Xaa lie Ala 

45 50 55 



358 



(2) INFORMATION FOR SEQ ID NO: 121: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 178 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS; DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(-;<} FEATURE: 

(A) NAME/ KEY : s_g_peptide 

(B) LOCATION: 110 . . 172 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OT HE?. INFORMATION: score 5.1 

seq SLLVV ; ;FYQI3G/RW 

i:<i) SEQUENCE DESCRIPTION: SEQ ID MO: 121: 
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ATAGAACTAC TGCGGAACCT CAAAATCAGT AGATTTGGAA GTGATTCAAA GCTAAACTTT 60 

TTCCTTGGCC CTCCKTGTGT TCTAATTGCT TTGCAAGTG? AAKACTAGG ATG TCC AAG 118 

Met Ser Lys 
-20 



o 



ATG CCA GTT TTT GCT TCT TTG TTA GTT GTC AGC TGC TTT TAT CAA ATT 16 
Met Pro Val Phe Ala Ser Leu Leu Val Val Ser Cys Phe Tyr Gin lie 
-15 -10 -5 

TCA GGC CGC TGG 173 
Ser Gly Arg Trp 
1 



(2) INFORMATION FOR SEQ ID NO: 122: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 204 base pairs 

{B ) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(D) DEVELOPMENTAL STAGE: Fetal 
' (F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 136.. 180 

(C) IDENTIFICATION METHOD : Von He.jne matrix 
{ D) OTHER INFORMATION: score 5.1 

seq VTQLLPFSSPDSA/GF 

(y.i) SEQUENCE DESCRIPTION: SEQ ID NO: 122: 



AACAAAGAGA CACAGACAGG GGACTGTCAG CYGGYACCGG AGGMGCGGAC AACGAGTTAT 60 

CAGCAACTSA AAGCACCTGA BGGGCCGCAC ATTCCANCCC CAGCCCAGTC CTCGTCCTCC 120 

ACGCCAGCNC CAAGC ATG TSA GTA ACC CAA CTT CTC CCT TTC TCC TCC CCA 171 
Met Xaa Val Thr Gin Leu Leu Pro Phe Ser Ser Pro 
"15 -10 -5 



GAC TCT GCG GGT CCT TTT CTG TCC CCT TTC TCT 
Asp Ser Ala Gly Pro Phe Leu Ser Pro Phe Ser 
1 5 



204 



(2; INFORMATION FOR CIZQ ID NO : 123: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 216 base pairs 
(3) TYPE: NUCLEIC ACID 
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(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 1 . . 102 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5 . 1 

seq S FH FLP WALGAMA / SS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 123: 



ATG GGG AAA GCA TGG CAA GAG ATG AGG 
.Met Gly Lys Ala Trp Gin Glu Met Arg 

GGG AAT GTC AGA AGC AGC TTC CAC TTT 
Gly Asn Val Arg Ser Ser Phe His Phe 
-15 -10 

ATG GCA AGT TCA GAG CAG GGG AAG GAG 
Met Ala Ser Ser Glu Gin Gly Lys Glu 
1 5 

AAG ACT CCT CTG GCT ATC ACG GGG AGA 
Lys Thr Pro Leu Ala lie Thr Gly Arg 
15 20 



GTG GAA TGG GGG GCA GAC AAG 4 8 

Val Glu Trp Gly Ala Asp Lys 

CTC CCC TGG GCA CTG GGA GCC 96 
Leu Pro Trp Ala Leu Gly Ala 
-5 

AGG TCC AAC TTG TGC TTT AGG 14 4 
Arg Ser Asn Leu Cys Phe Arg 
10 

GGA ATT GCC AGG AGA CCA GGG 192 
Gly He Ala Arg Arg Pro Gly 
25 30 



GGA GGT TGG ATG GGA ATG TGG GTG 
Gly Gly Trp Met Gly Met Trp Val 
35 



(2) INFORMATION FOR SEQ ID NO: 124: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 166 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

( vi ) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

ir) TISSUE TYPE: Dystrophic muscle 

ii:<) FEATURE: 

(AJ NAME/ KEY : sig_peptide 
(3} LOCATION: 2. . 142 

;C; IDENTIFICATION METHOD : Von Heijne matrix 
(O; OTHER INFORMATION: score 5.1 

seq VIRL3CFLLKCWP/RT 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 124: 

A ATG AAA GTG ATG ATG AGG AAG AGG AAG AAA AAG GAC CAG TGT CTC CCA 4 9 
Met Lys Val Met Met Arg Lys Arg Lys Lys Lys Asp Gin Cys Leu Pro 
-45 -40 -35 

GGA ATC TGC AGG AGT CTG AAG AGG AGG AAG TCC CCC AGG AGT CCT GGG 97 
Gly He Cys Arg Ser Leu Lys Arg Arg Lys Ser Pro Arg Ser Pro Gly 
-30 -25 -20 

ATG AAG GTT ATT CGA CTC TCT CAA TTC CTC CTG AAA TGT TGG CCT CGT 14 5 
Met Lys Val He Arg Leu Ser Gin Phe Leu Leu Lys Cys Trp Pro Arg 
-IS -10 -5 i 

AC A AGT CTT ACA GCA GCT ACG 166 
Thr Ser Leu Thr Ala Ala Thr 
5 



(2) INFORMATION FOR SEQ ID NO: 125: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 415 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

CD) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: 'sig_peptide 
(3) LOCATION: 254.. 361 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(Oi OTHER INFORMATION: score 5 

seq SFSIX7LLWGLNC/KR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 125: 



ACTGTTTTAG TGTTTTGAAT ATCTTCTTCC AGAGTTTGAT GTATATGTAT CTTGGAGGTA 6C 

TATGTATTTC TAATTATATA AATATTTGAC CCTCTTTGCC TARTTTGTTT TATTCACTTC 120 

AACTTTGACC CTTTATACTT CTTT.TTAAAT TTCACTTTCT TATGGTTGTT TTTCTACTTT 130 

TCCTCAATGC CCTTTGTAAA ATTTTCATTT GAATCTATTA TTCTCCCTTG GACGTCTTAA 24 0 

TTCCTTCTCT ACT ATG ACT TTT TCT TTC TTT TGT TTC TTT CCT GGG TTC 28 9 
Met Thr Phe Ser Phe Phe Cys Phe Phe Pro Gly Phe 
"35 -30 -25 

AAG CCA CTC CTC TTT CAT TAC TTT CTT TTT WNK TCC TTT TCT ATT TKD 337 
Lys Pro Leu Lej ?he His Tyr Phe Leu Phe Xaa Ser Phe Ser lie Xaa 
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-20 -is -io 

ACT CTK CTT TGG GGC TTG AAC TGT AAG AGG TCC TGG AAC ATA AAT TTG 

Thr Leu Leu Trp Gly Leu Asn Cys Lys Arg Ser Trp Asn lie Asa Leu 

-5 1 5 

AGA ATT GTT GSA TCA TAC AGT AGT GGT TAC 

Arg lie Val Xaa Ser Tyr Ser Ser Gly Tyr 

10 „. 15 



(2) INFORMATION FOR SEQ ID NO: 126: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 205 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 11.. 133 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{D} OTHER INFORMATION: score 5 

seq RLLLIL3GCLVYG/TA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 126: 



AGAG3CAACC ATG GCG GGA GGA ATG AAA GTG GCG GTC TCG CCG GCA GTT 4 9 

»et Ala Gly Gly Met Lys Val Ala Val Ser Pro Ala Val 
-40 -35 -30 

GGT CCC GGG CCC TGG GGC TCG GGA GTC GGG GGC GG? GGG ACA GTG CGG 97 
Gly Pro Gly Pro Trp Gly Ser Gly Val Gly Gly Glv Gly Thr Val Arg 
-25 -20 ' -15 

CTA CTC TTG ATC CTC TCC GGC TGC TTG GTC TAC GGC ACA GCT GAA ACT 145 
Leu Leu Leu lie Leu Ser Gly Cys Leu Val Tyr Glv Thr Ala Glu Thr 
-10 -5 " l 

GAT GTA AAT GTG GTC ATG CTT CAG GAA TCC CAA GTT TGT GAA AAG CGT 193 
Asp Val Asn val Val Met Leu Gin Glu Ser Gin Val Cys Glu Lys Arg 
5 10 15 20 



GCC AGC CTC GGC 
Aia Ser Leu 31', 



;2; INFORXATIO:! FOR SEQ ID MO: 127: 

(i) se:/;e:;::- characteristics: 



205 
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(A) LENGTH: 240 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
{D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Heme Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/ KEY : sig__peptide 
(3) LOCATION: 58.. 153 

<C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5 

seq PLLSCSCPPPLLG/EG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 127: 



ACTTCCACGG GACCCACCAC CTTAAATGCC GGCAGCCCTG GGACTTCTGG CCTCACA 57 

ATG GTT GAG ATG ACT GGG GTG TGG CAG TGC CAA GCC GAG GCT GTG AAA 105 
Met val Glu Met Thr Gly Val Trp Gin Cys Gin Ala Glu Ala Vai Lys 
-30 -25 -20 

GGC CTT CCA CCT TTA CTC TCG TGC TCG TGC CCT CCC CCA TTG TTA GGA 153 
Gly Leu Pro Pro Leu Leu Ser Cys Ser Cys Pro Pro Pro Leu Leu Gly 
-15 -10 -5 

GAA GGG CAT GCT CAG GCC AGC CCA TTA GCC CAG GAG GAG GAC AAG AAA 201 
Glu Gly His Ala Gin Ala Ser Pro Leu Ala Gin Gi»j Glu Asp Lys Lys 
15 io 15 

CAC ACG GAG CAG ACA CAA GCC ACC TCA CCA ACC CAG CCT 24 0 

His Thr Glu Gin Thr Gin Ala Thr Ser Pro Thr Gin Pro 
20 25 



(2;^ INFORMATION FOR SEQ ID NO: 128: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 157 base pairs 
{3). TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

■0) DEVELOPMENTAL STAGE: Fetal 

;rj TISSUE TYPE: kidney 

(ix) FEATURE: 

{A) MAMS/KEY: sig_peptide 
(5) LOCATION: 59. .121 

;'J) IDENTIFICATION METHOD : Von Heijne matrix 
OTHER INFORMATION: score 5 
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seq AGLLPLLLGNAPG/ES 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12S: 



AATTTGCTCA CACCCAGCAG GCAGAGAAGG CAGCAGCAGG CAGGACCGCC ACCCTCCC 

ATG CAA ATC ACC CCC GGG AGT GCA GCT GGG CTC CTC CCG CTC CTC CTA 
Met Gin lie Thr Pro Gly Ser Ala Ala Gly Leu Leu Pro Leu Leu Leu 
-20 -is _ 10 

GGC AAT GCT CCT GGG GAG TCT GTT GGG GGA AGA TGC SAT CCA GGG TGC 
Gly Asn Ala Pro Gly Glu Ser Vai Gly Gly Arg Cys Xaa Pro Gly Cys 

1 .5 io 

TGG 
Tro 



58 
106 

154 

157 



(2) INFORMATION FOR SEQ ID NO: 129: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 250 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 152.. 202 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

seq TWLLLTLQNSVFT/SF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 129: 

AGAATTTTGC TGGGAATTAA TATTAAATAC TCACTGGAAT T7ATCTTTAC CAACTTTAGT 60 

GGAATTCAGC CTATCTACAG CTCTCCTTTC CACTTTGTTT CTCAGAAATT CTCAGCAATG 120 

GTTTCATGAA CCACTGGGAG GTCATTTGCC T ATG ATT TTG TCC ACC TGG CTC 

Met lie Leu Ser Thr Tro Leu 
-15 

TTA CTT ACC CTT CAA AAC TCA GTA TTT ACA TCT TTC AGG A~A TCT CCC 
Leu Leu Tr.r Leu Gin Asn Ser Val Phe Thr Ser Phe Arg re *-o 
~ l ° " 5 1 5 

AAC AGA ATA CAA AGT ATG CTA CCT CCC ATG 
Asn Arg lie Gin Ser Met Leu Pro Pro Met 
10 15 



172 



220 



250 
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(2) INFORMATION FOR SEQ ID NO; 130: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 206 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig__peptide 

(B) LOCATION: 33.. 128 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

seq VCIVLALCHTSRP/MS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 130: 

AAATCTCTTC TAATCCTCCT TAATGCATTT TG ATG GCT TTT CAT AGC TAT TGG S3 

Met Ala Phe His Ser Tyr Trp 
-30 

GGA AAA AGT TTA CAA TCC TTT AAG ACG TTC ATG AGA GTC TGC ATT GTC 101 
Gly Lys Ser Leu Gin Ser Phe Lys Thr Phe Met Arc Val Cys lie Val 
~ 25 "20 -is ' _ 10 

TTG GCC CTT TGC CAC ACA TCC AGA CCC ATG TCT TAC CAT GTT CCC CTG 14 9 
Leu Ala Leu Cys His Thr Ser Arg Pro Met Ser T> : His Val Pro Leu 
~ 5 1 5 



GCT GCT GGC TCC CCA CTC ATG CAC TGG TCT CCT TGT AGT CCT GTG CCC 
Ala Ala Gly Ser Pro Leu Met His Trp Ser Pro Cys Se- Pro Val Pro 
10 15 2C 



TTC ATT GGG 
Phe lie Glv 
25 



19" 



206 



(2) INFORMATION FOR SEQ ID NO: 131: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 184 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

{-ii MOLECULE TYPE: CDNA 

(vij ORIGINAL SOURCE : 

{A) ORGANISM: Home Sapiens 
{?) TISSUE TYPE: Kidney 
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(ix) FEATURE: 

iA) NAME /KEY: sig_oeptide 

(B) LOCATION: 113.'. 160 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.9 

seq RFTLLPLVLHSQS/SC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 131: 

ATTTCTCGTA AATGATGAGA TGGGGTTAAA TGGTTTTGCA GAAATATGTG AGAGGTAATG 60 

TGAAATAAGT TACTTTAAGA AGGCCTGGCC CTGGTAATGT C jTTACCAGC TG ATG AAG 118 

Met Lys 
-15 

TTG CGG TTT ACC TTG CTG CCC CTG GTG CTA CAT T7A CAA AGC AGC TGT 166 
Leu Arg Phe Thr Leu Leu Pro Leu Val Leu His Ser Gin Ser Ser Cys 
-10 -5 i 

GTC TTT TGG AAA GCC GGG )Q4 
Val Phe Tro Lys Ala Glv 
5 



[2) INFORMATION FOR SEQ ID NO: 132: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 156 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
{?) TISSUE TYPE: Heart 

fix) FEATURE : 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 4 . . 93 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.9 

seq FIPFLV I Y3FVLS/3 P 

•;>:i) SEQUENCE DESCRIPTION: SEQ ID NO: ■ 



ACC ATG ATG A7C ATT CTG GGG TTT GCT TTT TGC CCT GGT CAC TTT AGG 4 8 

Xer Met; lie He Leu Gly Phe Ala Phe Cys Pro Gly His Phe Arq 

-30 -25 -20 

TT7 A.-.7 TTT A77 CCA TTC CTG GTC ATT TAC AGT TTT GTT CTG TCA TCT 96 

Phe As- ?he He Pro Phe Leu Val He Tyr Ser Phe Val Leu Ser S«- 

-15 -10 .5 "l 

CCC CAT ACC CAT CGA GAA CCC TAT TCT CCT GTG GCA GAC TTT AAT GAA 14 4 

Pro His Tr:r His Arq Glu Pro Tyr Ser Pro Val Ala Aso Phe Asn Giu 
5 10 15 
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(B) LOCATION: 396.. 405 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION : , name CRELJD1 

score 0.962 
sequence TGGGAATTCC 

(ix) FEATURE: 

(A) NAME/ KEY : TF binding-site 

(B) LOCATION: 423.. 436 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION : name GATA1_02 

score 0. 950 

sequence TCAGTGATATGGCA 

(ix) FEATURE: 

(A) NAME /KEY: TF binding-site 

(B) LOCATION: complement ( 4 78 48 9 ) 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name SRY_02 

score 0.951 

sequence TAAAACAAAACA 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-sice 

(B) LOCATION: 486.. 493 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name E2FJ32 

score 0 . 957 
sequence TTTAGCGC 

(ix) FEATURE: 

(A) NAME/KEY: TF binding-site 

(B> LOCATION: complement (514 .. 521) 

(C) IDENTIFICATION METHOD: matinspector prediction 

(D) OTHER INFORMATION: name MZF1JU 

score 0.975 
sequence TGAGGGGA 



!xi) 


-SEQUENCE DESCRIPTION: 


SEQ ID NO: 


31: 






TGAGTGCAGT 


GTTACATGTC 


AGTTGGGTTA 


AGTTTGTTAA 


TGTCATTCAA 


ATCTTCTATG 


60 


TCTTGATTTG 


CCTGCTAATT 


CTATTATTTC 


TGGAACTAAA 


TTAGTTTGAT 


GGTTCTATTA 


120 


GTTATTGACT 


GAGGTGTGCT 


AATCTCCCAT 


TATGTGGATT 


TATCTATTTC 


TTCAGTTGTA 


180 


GATAGGACA7 


TGATAGATAC 


ATAAGTACCA 


GGACAAAAGC 


A : ;GAGATCT 


TTTTTCCAAA 


240 


ATCAGGAGAA 


AAAAATGACA 


TCTGGAAAAC 


CTATAGGGAA 


AGGCATAACA 


GATGGTAAGG 


300 


ATACTTTATC 


TTGAGTAGGA 


GAGCCTTCCT 


GTGGCAACGT 


GGAGAAGGGA 


AGAGGTCGTA 


360 


3AATTGAGGA 


GTCAGCTCAG 


TTAGAAGCAG 


GGAGTTGGGA 


ATTCCGTTCA 


TGTGATTTAG 


420 


CATCAGTGAT 


ATGGCAAATG 


TGGGACTAAG 


GGTAGTGATC 


AGAGGGTTAA 


AATTGTGTGT 


480 


TTTGTTTTAG 


CGC7GCTGGG 


GCATCGCCTT 


GGGTCCCCTC 


AAACAGATTC 


CCATGAATCT 


S40 
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TGT AAC CGC AGT 
Cys Asa Arg Ser 
20 



£2) INFORMATION FOR SEQ ID NO: 133: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 335 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(i:<) FEATURE: 

.(A) NAME /KEY : sig_peptide 
(3) LOCATION: 198.. 278 

(C} IDENTIFICATION METHOD: Von Henne matrix 
(D) OTHER INFORMATION : score 4.9 

seq CLLS YI ALGAIHA/KI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 133: 

AACTTTGCCT GGGTGTCTTG CGTTCTGCAC ATTCCGGAGG ACCAGCTTCC CCATCAGAAG 60 

TCTGACTCCA TCGAAACCAG ATGGGGCAAC GGGGTGG7TC TAGTGCAGAC TGTAGCTGCA 120 

GCTCCTCTCC ACCTCTAGCC TGCTCATTTC CAGCTCAGAA ATTCTACTAA TGGCGTTTTT 180 

TCTTCC7GAA AAAGGAA ATG AAC AGG GTC CCT GCT GA"' TCT CCA AAT ATG 2 30 

Met Asn Arg Val Pro Ala Asp Ser Pro Asn fee 
-25 -20 

TGT CTA ATC TGT TTA CTG AGT TAC ATA GCA CTT GGA GCC ATC CAT GCA 27 8 
Cys Leu lie Cys Leu Leu Ser Tyr lie Ala Leu Gly Ala lie His Ala 
-15 -10 -5 

AAA ATC TGT ASA AGA GCA TTC CAG GAA GAG GGA AGA GCA RRT GCA AAG 32 G 
Lys He Cys Arg Arg Ala Phe Gin Glu Glu Gly Arg Ala Xaa Ala Lys 
15 10 15 



ACG GGC GTG 
Thr 3Lv Veil 



335 



(2) INFORMATION FOR SEQ ID NO: 134: 

SEQUENCE CHARACTERISTICS: 
(Aj LENGTH: 323 base pairs 
{Si TYPE: NUCLEIC ACID 
[I" STRANDEDNESS : DOUBLE 
TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE!: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

is) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION : 195.. 239 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.8 

seq LFLNLPLVIGTIP/LH 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1:1: 



AATATGTAAA TGTACTATAC AGAATTATAC ATAAAAGAGA AACTTTTCAT GTATGTAAGT 60 

TTAAAAATGA AGTAAATGGG GGTTTCAAAT AACATTARAA TTGGTTATGA GTTTTTGAAA 120 

AGGAAATCAT ACTTGGCATT CTAAACTTAA TATTTCTTTG CAATGTTTAG GTATATGTGG 180 

ATATTCCTGG AGCT ATG GAT TTA TTT CTT AAT TTG CCA CTT GTC ATC GGT 230 
Mec Asp Leu Phe Leu Asn Leu Pro Leu Val He Glv 
-15 -10 . -5 

ACC ATT CCT CTA CAT CCA TTT GGT AGC AGA ACC TCA AGT GTA AGC AGT 278 
Thr He Pro Leu His Pro Phe Gly Ser Arg Thr Ser Ser Val Ser Ser 
15 10 

CAG TGT AGC ATG AAT ATG AAC TGG CTC AGT TTA TCA CTT CCT GAA 32 3 

Gin Cys Ser Met Asn Met Asn Trp Leu Ser Leu Ser Leu Pro Glu 
15 20 25 



(2) INFORMATION FOR SEQ ID NO: 135: 

(:.) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 352 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vii ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 11.. 229 

•;C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 4.8 

seq VIRSTLVLSQCLC/SR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 135: 
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AAAATATTAA ATG GMA AAA AAT CAC AGA AAT AAA AAA TCC ATA CAT TTT 4 9 

Met Xaa Lys Asn His Arg Asn Lys Lys Ser He His Phe 
-70 -65 

CCA CTG TGC ACC ATT CCA AGT AGM ATG MTG AAA TCT TGT ACT CTC CCA 97 
Pro Leu Cys Thr lie Pro Ser Xaa Met Xaa Lys Ser Cys Thr Lea Pro 
-60 -55 -50 -45' 

CTT CAG CGC ACC TGG GAC ATS MAT CCT TCC TTT GTC CAT TGG AWC CAA 145 
Leu Gin Arg Thr Trp Asp Xaa Xaa Pro Ser Phe Val His Tro Xaa Gin 
-40 -35 * -30 

GCC CGY CTA CAA TCC CCA CCG YCT AGT CAC TTA GTA SCC CTC TCG GTG 193 
Ala Arg Leu Gin Ser Pro Pro Xaa Ser His Leu Val Xaa Leu Ser Val 
-25 -20 -15 

ATC AGA TCG ACT CTC GTG CTA TCC CAG. TGC TTG TGT TCA AGG MAC CCT 24 1 
He Arg Ser Thr Leu Val Leu Ser Gin Cys Leu Cys Ser Arg Xaa Pro 
-10 -5 1 

TAT TTT AGT GCA ATG ATG ACC CCA AAG TGC AAG AGT ATT GMT GCT GGC 28 9 
Tyr Phe Ser Ala Met Met Thr Pro Lys Cys Lys Ser He Xaa Ala Gly 
5 10 15 20 

&AT TCA GGT ATG CCA AAG AGA AAC TGT AAA GTG CTT CCT TCA AGT GAA 337 
Asn Ser Gly Met Pro Lys Arg Asn Cys Lys Val Leu Pro Ser Ser Glu 
25 30 35 



AAG ATG MAA GTT CAC 
Lys Met Xaa Val His 
40 



352 



(2) INFORMATION FOR SEQ ID NO: 136: 

(i) SEQUENCE CHARACTERISTICS :. 

(A) LENGTH: 370 base pairs 

(B) TYPE: NUCLEIC ACXD 
(Z) STRANDEDNESS: DOUBLE 
(D) TOPOLOGY : LINEAR 

< i 1 ) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(5) LOCATION: 317., 358 

\Z) IDENTIFICATION METHOD: Von Heijae matrix 
(D) OTHER INFORMATION : score 4.8 

seq SFIALVYSSLSFQ/KV 

" SEQUENCE DESCRIPTION: SEQ ID NO: 136: 
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104 

AGAGCAAAGC AGACAGAAAT TCCTCTGGTT CTGTAGAGCT GACAATTCAT TAATGTGAGG 60 

TAGTCAATAA CAAATATATT TTATGTCAAG TGGTGRATGG DTYCDATTGA AGAAAAATGA 120 

CTCAATAAGA GGAGAGAAAA TGATGGTATG TGTATGGTGG GTAGGTGTGC GTGATGCTGT 180 

TTTGGATACC GAGGCCTCCG ATTAGATGCT ACGTGAGCAG GGACCCAAAA GAGCCATGTG 24 0 

TTTCATCTAC CTGGGGGAGA AGCCTGCTGG CAGATCCTGT TGAACACTCG TTACCTAAAT 300 

CTCTTGCATT GGCTCC ATG TCA TTT ATT GCT CTA GTG TAT TCT TCA CTA TCT 352 
Met Ser Phe lie Ala Leu Vai Tyr Ser Ser Leu Se>- 
-10 - 5 

TTT CAG AAA GTG CCA GGG 370 
Fhe Gin Lys Vai Pre Gly 
1 



(2) INFORMATION FOR SEQ ID NO: 137: 

(ij SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 164 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

fix} FEATURE: 

(At NAME /KEY : sig_peptide 
(3j LOCATION: 93.. 158 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.7 

seq I V L FLN 3X F ? 1 1 C / S R 

i'xi) SEQUENCE DESCRIPTION: SEQ ID NO; 1:7: 
ATAA.7A7AGA TCTTTAATTT CTCTCAGCAA TGATTATAGT TCACAATGTG GAG GAT TT AC 



60 



ATG7C777CA TTAAATT7AT CCAAAGTACT TT ATG GTT T7T GAT ACT TTA AAA 113 

Met Vai Phe Asp Thr Lea Lys 
-20 

ACT A G A ATT GTT CTT TTT TTA AAT TCG RWT TTC CCA ATC ATT TGC AGC 161 

Ser Arc; lie Vai Leu Phe Leu Asn Ser Xaa Phe Pro lie lie Cys Ser 
-15 -10 -s i 



CGG 



164 



{2: :::fo?.:-:a-:on for seq id no: 133 : 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 274 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) -3TRANDEDNESS: DOUBLE 

(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 68., 244 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score .4.7 - 

sec IFLFS I LLMSLRT/FH 

fvi i crtrnFirMrc nrcrc t dttom . cm t.p» . 1-7-.. 



AAAGCACAGA TGGCAGTCCA TTCATTGAAG ATGGTTTTTT TCAAGGTGAG TGTTGGTCTT 50 

TTGCACA ATG CTT GAG ATG GAA ATG ACT TGG CTG AG A CTA TGT GAT GAG 10 9 
Met Leu Glu Met Glu Met Thr Trp Leu Arg Leu Cys Asp Glu 
-55 -50 

TGC TCC AGA TGG GGC ATG GCA TCG GCA TGG GGT AGG GGT GGA AAG CTT 157 
Cys Ser Arg Trp Gly Met Ala Ser Ala Trp Gly A:'i Gly Gly Lys Leu 
-45 -40 -35 ' -30 

CTT GGA GCT C.AA GTA GCC CTT CAT CCT AGA AAC TGC AGC AAA GCT AAG 205 
Leu Gly Ala Gin Val Ala Leu His Pro Arg Asn Cys Ser Lys Ala Lys 
-25 -20 -15 

ATC TTC CTG TTC AGT ATT TTA TTA ATG TCT TTA AGA ACT TT7 CAC TGT 2 53 
lie Phe Leu Phe Ser He Leu Leu Met Ser Leu Arg Thr Phe His Cys 
-10 -5 1 

AAT TAT TTC AGA GGC AAT GGG 27 4 

Asn Tyr Phe Arg Gly Asn Gly 
5 10 



(2) INFORMATION FOR SEQ ID NO: 139: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 400 base pairs 
(3) TYPE : NUCLEIC ACID 
■C: STRANDEONESS : DOU3LE 
(D) TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE: CDNA 

■vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE: Fenai 
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(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 104.. 154 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.7 

seq MLFFLGALCRESG/VP 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 139: 



AACAAAGGAG GGAAGGGTTA GAGTGAGGTA CTCACCCAGA GAAGAGCTGT CCCGGCCTGG 60 

GGGTCCCATT CGTCCCTTCT CTTTCTTGCC AAAGAGACGG CCT ATG GAT GAC TTG 115 

Met Asp Asp Leu 
-15 

ATG CTC TTC TTC TTG GGG GCT TTG TGC AG A GAA TCT GGG GTG CCC TCA 163 
Met Leu ?he Phe Leu Gly Ala Leu Cys Arg Glu Ser Gly Val Pro Ser 
-10 -5 1 

CTG GGA AAG CAG GAG AGA ATG AGA GCA TAT GCT GCT GAG ATG CCC CCT 211 
Leu Gly Lys Gin Glu Arg Met Arg Ala Tyr Ala Aia Glu Met Pro Pro 
5 10 15 

CTC CTC CCA AGT CCT TGT CCA CCC CCT TCT CAT CTT CCC AAG CCA GCT 259 
Leu Leu Pro Ser Pro Cys Pro Pro Pro Ser His Leu Pro Lys Pro Ala 
20 25 30 35 

TCT CCC TGT CCC TAT CCC TTG NNC CTG CTG ACC TTC CCC GTG GGG GTC 307 
Ser Pro Cys Pro Tyr Pro Leu Xaa Leu Leu Thr Phe Pro Val Gly Val 
40 45 50 

CCC CAT CTT CCA GGG ACC CGC CTG CAG TGC CAA G'JC CTG GGT CAT TCT 35 5 
Pro His Leu Pro Gly Thr Arg Leu Gin Cys Gin Giy Leu Gly His Ser 
55 60 " 65 

CTC ARA CGG GCA GAG CGG GGA GTG GGT GGT GGG GTG TCT CCT GGG 400 
Leu Xaa Arg Ala Glu Arg Gly Val Gly Gly Gly Val Ser Fro Gly 
70 75 80 



(2) INFORMATION FOR SEQ ID MO: 140: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 225 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
{ D ) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

•vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 



;i;<; FEATURE: 

(A) NAME /KEY : sig^peptide 
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(B) LOCATION: 13.. 87 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: . score 4.6 

seq LPTLLLLPVGAPG/KK 

Cxi) SEQUENCE DESCRIPTION : SEQ ID NO: 140: 



ATCGAATGCA GA ATG GTT TTG GGA GCC CTG AAC CTT CCC TCC CAG GAA CTC 51 
Met Val Leu Gly Ala Leu Asn Leu Pro Ser Gin Glu Leu 

-25 -20 -15 

CCC ACT CTC CTG CTC CTC CCA GTG GGG GCA CCT GGR AAG AAA AAA GGC "99 

Pro Thr Leu Leu Leu Leu Pro Val Gly Ala Pro Gly Lys Lys Lys Gly 

-10 -5 1 

ATG GAA GGC AAA ACT CCC TTG GAC CTG TTT GCT CAT TTT GGC CCT GAG 147 

Met Glu Gly Lvs Thr Pro Leu Asp Leu Phe Ala His Phe Gly Pro Glu 

5 " 10 15 20 

CCA GGG GAC CAC TCA GAT CCG CTG CCT CCC TCT GCA CCC TCT CCC ACT 195 

Pro Giv Asp His Ser Asp Pro Leu Fro Fro 3er Ala Fro Ser Pro Thr 

25 3u . 35 

CGG GAG GGG GCT CTG ACC CCG CCC CCA GGG 22 5 

Arcj Glu Gly Ala Leu Thr Pro Pro Pro Gly 

40 45 



(2) INFORMATION FOR SEQ ID NO: 141: 

( i } SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 308 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY : sig_peptide 

(B) LOCATION: 207.. 263 

(C) IDENTIFICATION METHOD: Von He. ;, ne matrix 
{ D) OTHER INFORMATION: score 4.6 

seq QTFVSFLSIPVLG/LV 

UiJ SEQUENCE DESCRIPTION: SEQ ID NO: lsi: 



-.TACACrrCC A7TTTAAATG TGCTGCAATA TGAATGAAGT GACCTGTGTT TCATCACTTG 60 
T'JAAATGA? TCTTATCCAT GTTTTTGTAC TTAGTAAGGG CCATACGTAG TGGGATTAAA 120 
* ; \?7TGTGCC CTTGCTTTGA AAAC AAAAC T GAAAGTGAAT G A "AC AT AAG GGCAGGGATT 180 
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TCAGAACAGA TTTTTCTTGA ATAAAA ATG CTT GTG TCA AAA ATT CAA ACA TTT 233 

Met Leu Val Ser Lys lie Gin Thr Phe 

GTC TCT TTC CTT TCC ATT CCA GTT CTA GGT CTC GTT CCA GAT CAT ATT 281 
Val Ser Phe Leu Ser lie Pro Val Leu Gly Leu Val Pro Asp His He 
-10 -5 1*5 

CTC CAG CTC ATA ACA GAG AAA GAA ACC 308 
Leu Gin Leu He Thr Glu Lys Glu Thr 
10 15 



(2) INFORMATION FOR SEQ ID NO: 142: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 304 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal . 

C F) TISSUE TYPE: kidney 

(ix) FEATURE : 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 188.. 280 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq LLSTGLNI LGTQA/ FR 

(si) SEQUENCE DESCRIPTION: SEQ ID NO: 142: 



ATCATAGTCA CTTTCCAAGT TTATGACCCA GAGCAATCT G ACCTTGGTAG CTTGTCTCCC 60 

7CATTAAATT CTCTGACTTC ATAATCAGCT CACATTCCCT TCCTCTCTTT CCCTCTCTTT 120 

7TAAATATCT GTAAAACATT CAAATTGATC CACGTAGATT TATCTTGCTT TTAGGCCACA 180 

CTCTGAG ATG TGT AAT CCG GTT GCT CAC ACA TTT AGA GGA GTC CAT GAG 229 
Met Cys Asn Pro Val Ala His Thr Phe Arg Gly Val His Glu 
-30 -25 -20 



CAT CAC GCC ATG CTA CTC TCC ACT GGT ~TTG AAC ATC TTA GGC ACT CAG .277 
His His Ala Met Leu Leu Ser Thr Glv Leu Asn lie Leu Gly Thr Gin 
-15 -10 " -5 



.-•..l.v. trie 



CGT TAC GAA GAT GGG CAG CTG 
Arg Tyr Glu Asp Gly Gin Leu 



304 



FORMATION FOR SEQ ID NO: 143: 
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fi) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 410 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY : LINEAR 

< ii ) MOLECULE TYPE:. CDNA 

(vi) ORIGINAL SOURCE: . 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(c) TISSUE TYPE: kidney 

<ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 126.. 176 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq I LLWEACTG RCQA/ S L 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 143: 



TATTCAGTTG GGGGCAAGCC AGCCATGATG TGGACCTTTC ATTGGGTAGG GCAAGTCCCC 60 

AAAGTTGGAA AAATGGAAAG TGGGAGCTGT GAGGCACGTG TTACACCCAC ACTTTCCTCC 120 

TACAG ATG CAG TGT TGG ATT TTG TTG TGG GAG GCA TGC AC A GGT AGG TGC 170 
Met Gin Cys Trp lie Leu Leu Trp Glu Ala :ys Thr Gly Arg Cys 
-IS -10 -5 

CAG GCC TCC CTA CTC TCT CCC TGG CCC AGA GGT GGC AGG GGC AAG TTA 218 
Gin Ala Ser Leu Leu Ser Pro Trp Pro Arg Gly Gly Arg Gly Lys Leu 
15 10 

GTG GCA GTG GTG GCT GCA AAA TGG TTG GCA GCA ATC TGT GGG ATT TGG 2 56 
Val Ala Val Val Ala Ala Lys Trp Leu Ala Ala lie Cys Gly He Trp 
15 20 25 " 30 

GCT ATC AAA GAA ATG CCA AGC CAT GGC CAC AGT CTT CAA GCA GGG GCA 314 
Ala He Lys Giu Met Pro Ser His Giy His Ser Leu Gin Ala Gly Ala 
35 40 45 

GGG GAA GGT GCA CTG GTG ACC TGG AGC CTG CAA ACC TCA TTT GGT GTG 3 62 
Giy Glu Gly Ala Leu Val Thr Trp Ser Leu Gin Thr Ser Phe Gly Val 
50 55 60 

AAG CAG TAT AAG TGG GGA GTT GTG TGG CAT GAA GCA AAC CTG TTG CTT 4 10 
Lys Gin Tvr Lys Trp Gly Val Val TrD His Glu Ala Asn Leu Leu Leu 
65 70 75 



(2; INFORMATION FOR SEQ ID NO: 144: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 247 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 149.. 223 

(C) IDENTIFICATION METHOD: Von He,:ne matrix 

(D) OTHER INFORMATION: score 4.5 

seq VLCILGCHGNLCC/EP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1*14: 



AT TT TAG AAA GTAAGGAAAT AAAACTTTAA TTGAACTTGG AA7AAACTCA GTTCTGAGCA 60 

TTCCATTCTA CTCTGCAGTT GTCATTTATA GACAGCTGTG GATCATAATA CC TAT AG ACT 120 

^G-T ATCGTT ATCTACTTAT TTATATTA ATG ACA, GGA. TAT CCC TGG GCA AAC 172 

Met Thr Gly Tyr Pro Trp Ala Asn 
-25 -20 

AGC ATC ACC ACT GTA CTG TGT ATT CTT GGT TGT CAT GGG A.AC CTT TGC 220 . 
Ser He Thr Thr Val Leu Cys He Leu Gly Cys His Gly Asn Leu Cys 
-15 -10 -5 

TGT GAA CCA GCA GTG AGA GCA CTC GGG 24 7 

Cys Glu Pro Ala Val Arg Ala Leu Gly 
1 5 



{2} INFORMATION FOR SEQ ID NO: 14 5: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 561 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 475,. 546 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq IFTALFLXLHSVA/ IN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 145: 



AATT7ATGGA TGCCTACCAT CTACCAGGTA CTCTTCTAGC TACAAGGAAT AACTAAAAA? 60 
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AGGTAAACAA AACAGATGAA AAACTTAGAA ATTTATACTG ATGTTATCAG AGTAATGTTT 120 

AATTTTTCAG ATAATTGTTA TGTCTAAATT AGCATTTGAT TTTTCAATTA AGAATTTTTA 180 

AATTATCCAA TATTGCAAGC ATATATAGAA ACATGGAAAA CAACAAAATT CTCATGCATA 240 

TACTTCAAAC ACAGAGCTAA CAGATGTTAT TATTTTTTAT T7CTTTCACA ACCCAACTTT 300 

CGGGAAACAA AATAGGCACA GCAAAACTGG GATCTCCTCA TCCCCTTCTC CTTTCTTATA 360 

TAAAAGTAAT CCTGCTCTTG GTACAGCTAT GTATCATACT CATCCAGGTT TTAATTTTTC 420 

TTATATAACG GAACATATAT GGTGTTATTT TACGGATTTT AAAGCTTTAC ATAA ATG 4 77 

Met 

GTG TCA TGT GAT GTW CVN TCT TAT GTG ATC ATT TTT ACT GCA CTC TTT 525 
Val Ser Cys Asp Val Xaa Ser Tyr Val lie lie Phe Thr Ala Leu Phe 
"20 -15 -io 

TTA WTC CTG CAT AGT GTG GCA ATA AAT GAA GAG T1 : 55 i 

Leu Xaa Leu Hin Setr Val aia n« iv--, r-i.. yi.. r»u °* 

• ■ ._».. vjj.u uiu rite: 

" 5 1 5 



{•2} INFORMATION FOR SEQ ID NO: 14 6: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 160 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 80. .139 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

(D) OTHER INFORMATION: score 4.6 

seq LFAIFLMCLKSIG/SV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14 6: 



ATGATAAGGG CTTATTCACA TTATTCATTC TTGAATGAAT TTTGATAGTG TCTGTCTTTC 



TTT CTT ATG TGT TTA AAG TCT ATA GGT TCT GTG GTG ATG CCC CAG CCG 
?.-- Leu Met Cys Leu Lys Ser lie Gly Ser Val Val Met Pro Gin Pro 



" 5 i 5 



60 



ACTTTG TCCTAAGTA ATG AAA TCC TTT GAT AAA AAG TTG TTT GCA ATA 112 
Met Lys Ser Fhe Asp Lys Lys Leu Phe Ala lie 
" 20 -15 " -10 



160 
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(2) INFORMATION FOR SEQ ID NO: 147: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 338 base pairs' 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE : kidney 

(ixj FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION 36. . 134 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
<D) OTHER INFORMATION: score 4.5 

seq LASLFGLDQXAXG/HG 

(xij SEQUENCE DESCRIPTION: SEQ ID NO: 147: 

ATTTTCCTCC CCGCAACCTG GTGAAAGCCA AYKCA ATG TTC GGT GCG GGG -GAC -53 

Met Phe Gly Ala Gly Asp 
-30 

GAG GAC GAC ACC GAT TTC CTC TCG CCG AGC GGC GGT GCC AGA TTG GCC 101 
Glu Asp Asp Thr Asp Phe Leu Ser Pro Ser Gly Gly Ala Arg Leu Ala 
-25 -20 -15 

TCA CTT TT? GGA CTG GAT CAG GYA GCY SST GGC CAT GGA AAT GAA TTT 14 9 
Ser Leu Phe Gly Leu Asp Gin Xaa Ala Xaa Gly His Gly Asn Glu Phe 
-10 - 5 ! 5 

TTC CAG TAC ACA GCC CCA AAA .CAG CCT AAG AAA GGC CAG GGA ACG GCA 197 
Phe Gin Tyr Thr Ala Pro Lys Gin Pro Lys Lys Giy Gin Gly Thr Ala 
10 15 20 

GCA ACA GGA AAT CAG GCA RCA CCA AAA ACA GCA CCA GCC RSC ATG AGC 24 5 
Ala Thr Gly Asn Gin Ala Xaa Pro Lys Thr Ala Pro Ala Xaa Met Ser 
25 30 35 

ACT CCC ACA ATA CTG GTC GCA ACA GCA GTC CAT GCA TAT CGA TAG ACA 2 93 
Thr Pro Thr lie Leu Val Ala Thr Ala Val His Ala Tyr Arg Tyr ^hr 
<0 45 50 

RAT GGT CRA TAT GTA AAG CAG GSR AAT TTG GTG CTG CAG TTC TGG 338 
Xaa Gly Xaa Tyr Val Lys Gin Xaa Asn Leu Val Leu Gin Ph? Trp 
55 -60 65 



INFORMATION FOR SEQ ID NO: 148: 

;i> SEQUENCE CHARACTERISTICS: 

;A} LENGTH: 292 base pairs 
;3) TYPE: NUCLEIC ACID 
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(C) STRANDEDNESS : D0U3LE 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 107.. 190 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
<D) OTHER INFORMATION: score 4.5 

seq RFLSL3AADGXDX/SX 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14 6: 



AAAGTCAGCG CTGGAGTCGG CTAGGCGGCT GGAAACGGCG GCTGCCGCCG GTGACTCAGG 

CJAGGCGGGAG CCCGMSGCKG GAGCTCTTCC TGCAGGCGTG GAKACC ATG GTG CTC 

Met Val Leu 

ACG CTC GGA GAA ACT TGG CCG GTA TTG GTG GGG AGG AGG TTT CTC AGT 
Thr Leu Gly Glu Ser Trp Pro Val Leu Val Gly Arg Arg Phi "u Sel 
-20 _ 15 _ 1Q 

CTG TCC GCA GCC GAC GGC ASC GAT GSC AGC CAM GAC AGC TGG GAC GTG 
Leu oer Ala Ala Asp Gly Xaa Asp Xaa Ser Xaa Asp Ser Trp Asp Val 
5 1 5 

GAG CGC GTC GCC GAG TGG CCC TGG CTC TCC GGG ACC ATT CGA GCT GTT 259 
Glu Arg Val Ala Glu Trp Pro Trp Leu Ser Gly Thr lie Arg Ala Val 
10 15 2 o 

TCC CAC ACC GAC GTT ACC AAG AAG GAT CTG AAG 0Qn 
Ser His Thr Asp Val Thr Lys Lys Asp Leu Lys 
25 30 



60 
115 

163 
211 



(2) INFORMATION FOR SEQ ID NO; 149; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 429 base pairs 

(B] TYPE: NUCLEIC ACID 
(CJ STRANDEDNESS : DOU3LE 
CD} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Horr.o Saoiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 361.*. 4 11 
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• (C) IDENTIFICATION METHOD: Von Hei 3 ne matrix 
vD) OTHER INFORMATION: score 4.4 

seq LTSVFQAMIWSQG/VS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 149; 



ATGAAAACAG TTTTCTTTGT GATTTGTCAA TTGATGTTTA AACAGTGTTT ATCCTTCCAG 60 

GTAGTATGAT GATGTATTTG TTGGAGACAA ARTATTTGCC CTAGCCTTTT TACTAATATT 120 

TCAGATGAGA TTCTGTGGAG GAGAAGCATC TCCCCAAATG TCCTTGTTTT ATAGTAAATA 180 

ATTCTACCAC GAGGATCCTT ATCCATAAAT CTATATTCAT G "7TATTTTG TGCTAGATAC 24 0 

AGATCTTGCA ATATTCATGA AGCTTTAAGA AGAGCACTTT GAATCTTAAA AGAGATTCTC 300 

TGAGCAGGGG TTGGCAGTGG TGAGGTCCAG GTAGTTATAA TAGCCATAAG AGCAGGGATT 360 

ATG GTT ATT GAG CTC ACC AGT GTG TTT CAA GCC ATG ATC TGG AGT CAA 4 03 
Met Val lie Glu Leu Thr Ser Val Phe Gin Ala Met lie Trp Ser Gin 
-15 -10 -5 

GGT GTT AGT GAT TCC TCT AAG 429 
Gly Val Ser Asp Ser Ser Lys 
1 5 



(2) INFORMATION FOR SEQ ID NO: 150: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 250 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) • STRANDEDMESS : DOUBLE 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE; Fetal 

(F) TISSUE TYPE: kidney 

<ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 47. .196 

{C} IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.4 

seq ILFLFYFPAAYYA/SR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 150: 



ATCCCGCCCT GGAGCAAGCC GGGGCCTGGT CGGCARCTGG GCCGCC ATG GAG TCC 5 5 

Met Glu Ser 
-50 

ACG CTG GGC GCG GGC ATC GTG ATA GCC GAG GCG CTA CAG AAC CAG CT^ '-03 
thr Leu Gly Ala Gly He Val He Ala Glu Ala L-j Gin Asn Gin Leu 
-45 -o -35 
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GCC TGG CTG GAG AAC GTG TGG CTC TGG RRT SAC CTT TKC TNG SCG ATC 151 
Ala Trp Leu Glu Asn Val Trp Leu Trp Xaa Xaa Leu Xaa Xaa Xaa lie 
-30 -25 ' -2J 

CCA AGK ATC CTC TTT CTG TTC TAC TTC CCC GCG GCN TAC TAC GCC TCC 199 
Pro Xaa He Leu Phe Leu Phe Tyr Phe Pro Ala Ala Tyr Tyr Ala Ser 
"15 -10 - 5 ! 

CGC CGT GTR GGC ATC GCG GTG CTC TGG ATC AGC CTS ATC ACC GAG TGG 24 7 
Arg Arg Val Gly He Ala Val Leu Trp He Ser Leu He Thr Glu Trp 
5 10 15 



CTC 

Leu 



250 



(2) INFORMATION FOR SEQ ID NO:.. 151; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 288 base pairs 

(B) TYPE: NUCLEIC ACID 
{C) STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
" (F) TISSUE TYPE: Heart 

(ixj FEATURE: 

{A} NAME /KEY: sig_peptide 

(B) LOCATION: 196.. 270 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 

seq VLVGVFLSTFLYC/EC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 151: 



ATNCTGTGTT ACTCATTTCC TGTCTCAGAT ACTTTGGATC CCTTGGTTCT GATCTTTCAG 60 

GGGGAGAGGG CATGTTAAGA GGAGTAAGTA GATGGATGAT CTTACACAAT TGAACTCTTC 120 

TTACCTCTGG CCTTGTATGC TCTTACATAG GCTGTCCCCT CT~TACATTT TCTTATTTAA 180 

GGAAAAACAC AGAAC ATG ATT ATT GTC TCA GAA TTA GGA ACC CCT ACT GGT 231 
Met He He Val Ser Glu Leu n;. y T hr °ro Thr Gly 
"25 -20 -is 

G7G CTC GTA GGT GTC TTT TTG TCT ACT TTT CTC TAT TGT GAA TGT G^ 27 9 
Val Leu Val Gly Val Phe Leu Ser Thr Phe Leu Tyr Cys Glu Cys Va' 
-10 -5 i 

AAG GGG CCG 
Lys Gly Pro 
5 
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(2) INFORMATION FOR SEQ ID NO: 152: 

(i) SEQUENCE CHARACTERISTICS : 

• - (A) LENGTH: 190 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
"■(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE; 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 80.. 145 

(C) IDENTIFICATION METHOD: Von Heijne matrix " ' 

(D) OTHER INFORMATION: score 4.4 

Cp»a fZVT T COT \) r-r* r rn-i /i.Tm 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 152: 

AGCGTTTATG GCCGCGTTAA GTCTGAGTGC CGCTTTGAGT TGTTGAATGA AGTGAACTTC 60 

ATTTGTCAGC GTTCGGTTC ATG AAC TGG AAT GTA AGA ZC.C ACC AG A GGA t TC 112 

Met Asn Trp Asn Val Arg Oly Thr Arg Gly Phe 
-20 - 15 

CTG CTC TGT CCC CTG GTT TGC GGC TTG CGA CGT TGG ACA TCC CCG GAT 
Leu Leu Cys Pro Leu Val Cys Gly Leu Arg Arg Tro Thr Ser Pro Aso 
-10 -5 1 s 

TGT TGT TTA ATA GAG AAA ACT CAC CGC GGG 
Cys Cys Leu lie Glu Lys Thr His Arg Gly 
10 15 



160 



190 



(2) INFORMATION FOR SEQ ID NO: 153; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 111 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(T) TISSUE TYPE: kidney 

(-x) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION; 49. . 105 

iC) IDENTIFICATION METHOD: Von Heijne 
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(D) OTHER INFORMATION: score 4.4 

seq RGLLLGLAVAAAA/VR 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 153: 

AAGATAGAGG CGGCAACCTC GGAAGTGCGG ACGGGTGGGC CTATATAG ATG TTG AGG 5 7 

. .. Met 

TGC-GGA GGC CGT GGG CTT TTG TTG GGC CTG GCT GTA GCC GCA GCA GCG 105 
Cys Gly Gly Arg Gly Leu Leu Leu Gly Leu Ala Val Ala Ala Ala Ala 
~ 15 -10 _5 

GTA AGG 

Val Arg 111 

1 



(2) INFORMATION FOR SEQ ID NO: 154: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 175 base pairs 
{BJ TYPE.: NUCLEIC ACID 
{CJ STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR . . 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(c) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 95.. 136 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION : score 4.4 

seq ILLMI VFSIFLLL/CN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 154 - 



ACCCAGAGGC AGAAAGTAA? ATTGCTTACT ATGAGTCTAT ATATCCTGGG GAATTTAAGA 60 

TGCCAAAGCA GCTCATTCAC ATACAGCGTA ACTA ATG ATT CTC TTA ATG ATT GTA 115 

Met He Leu Leu Met He Val 
-10 

III rT A 17 TTA TTA TGT MC TTG ACA GAT TTT ^T CTC TTC 16 3 

Phe Ser lie Phe Leu Leu Leu Cys Asn Leu Thr Asp Phe Tyr Leu Ph - 

5 ■■ 1 • 5 

AGG AGC GAT GGG 

Arg Ser Asp Gly 175 
10 



(2) INFORMATION FOR SEQ ID NO: 155; 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 214 base pa.irs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LIMEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 149. , 190 ' 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 

. seq SLLFIFRSILISC/FS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 155: 

ACAATTTGTT TTATAAGCCT ATATTAATTG GGTTTTGACT GAATTAATTA TATAACCATT 60 

TATCTCAAAA TGAAATGTTC CATAAAATTT ATTTAAWAGT ATATACTGYA TAAGTGTTAA 120 

ATTATGAAAT TTAGTGGTCT TATAGAGA ATG TCT TTA TTG TTT ATT TTT AGG 172 

Met Ser Leu Leu Phe He Phe Arg 
-10 

TCA ATT TTG ATC TCC TGC TTT TCA GGA GAC TTT t TT ttt _ 

Ser lie Leu lie Ser Cys Phe Ser Gly Asp Phe Phe Phe Phe 
" 5 1 5 



(2) INFORMATION FOR SEQ ID NO: 156: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 164 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/ KEY : sig_oeptide 
(3 } LOCATION: 27.. 77 

(C) IDENTIFICATION METHOD: Von He Line matrix 

(D) OTHER INFORMATION: score 4.3 

seq SKVLIQLSQAFWA/S? 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 155: 
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ACCTGGTATG AATTACAAAA CTGTAA ATG CCT TTG ATT AGT AAA GTT TTG ATA 53 

Met Pro Leu lie Ser Lys Val Leu He 
-15 -io 

CAG CTA AGC CAA GCA TTT TGG GCC TCA CCT GAG GGT AGG AAC AGT TCT 101 
Gin Leu Ser Gin Ala Phe Trp Ala Ser Pro Glu Gly Arg Asn Ser Ser 
-5 1 5 

GGG AGT AAG AGG AAG CAG TTG GTA GCT GCA GTG GAG ATG CGA TAG TGT 14 9 
Gly Ser Lys Arg Lys Gin Leu Val Ala Ala Val Glu Met A-g Tyr Cvs ' 
10 15 20 



AAA AGG CAG CAG GGG 
Lys Arg Gin Gin Gly 
23 



164 



(2) INFORMATION FOR SEQ ID NO: 157: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 4 65 base pairs 

{ B) TYPE: NUCLEIC ACID.. 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 142.. 228 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{DJ OTHER INFORMATION: score 4,3 

seq VLLGSTAMATSLT/NV 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 157: 

AAGTTGTAAT CCCACTAAGA ACCGCCAGGG CGAGACGAAA GCGACATCGC TTCCATCTTT 60 

ACCACCAAGA ATCGCCTTCA GCCCTGTCTG GTGCATCCTT G J'JAGAAAGT GAGGAGGRAA 120 

ACACCCCCAT TGTTCTTTGG C ATG GAC ACA AGT TCA GTG GGA GGA TTA GAA 171 

Met Asp Thr Ser Ser Val Gly Gly Leu Giu 
-25 -20 

TTG ACT GAT CAG ACT CCT GTT TTA TTA GGG AGT ACG GCC ATG GCA ACT 219 
Leu Thr Asp Gin Thr Pro Val Leu Leu Gly Ser Thr Ala Met Ala Thr 
"i- -10 _s 

AGT CTC ACG AAT GTA GGA AAC TCA TTT AGT GGT CCA GCT AAT CCT TTA 2 67 
Ser Leu Thr Asn Val Gly Asn Ser Phe Ser Gly Pro Ala Asn Pro Leu 
1 5 10 

GTG TCT AG A TCT AAT AAG TTT CAG AAC TCG TCA GTG GAA GAT GAT GAT 315 
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Val Ser Arg Ser Asr. Lys Phe Gin Asn Ser Ser V,: Glu Asp Asp Asd 
15 2 o 25 

GAT GTT GTT TTT ATC GAA CCT GTA CAA CCT CCC CCA CCT TCT GTA CCA 361 
Asp Val Val Phe lie Glu Pro Val Gin Pro Pro Pro'pro Ser Val Pro 
30 35 40 45 

GTG GTA GCT GAT CAA AGA ACC ATA ACA TTT ACA TCA TCA AAA AAT GRA 
Val Val Ala Asp Gin Arg Thr lie Thr Phe Thr Ser Ser Lys Asn Xaa 
50 55 60 

GAA CTA CAA GGA AAT GAT TCC AAA ATT ACT CCT TCC TCA AAA GAG TTG 4 59 
Glu Leu Gin Gly Asn Asp Ser Lys He Thr Pro Ser Ser Lys Glu Leu 
65 70 7 5 



GCA TCT 
Ala Ser 



411 



465 



(2) INFORMATION FOR SEQ ID NO: 158: 

-U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 244 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 92.. 184 

(C) IDENTIFICATION METHOD: Von Heijne matrix" 

(D) OTHER INFORMATION; score 4.3 

seq ILLLTHVPPWILE/NP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 158: 



ACACACGTCC CGCMGTGGAT ACTGGAGAAT CCTTGCCACA CACGTCCTGC CGTGGACACT 

GG AG AAT CCT TCTCGCCACA CACTTCCCAC C ATG GAC ACT GGA GAA TCC TTC 

Met Asp Thr Gly Glu Ser Phe 
-30 -25 

TCG CCA CAC ACG TCC TGC CGT GGA CAC TGG AGA ATC CTT CTA CTC ACA 
Ser Pro His Thr Ser Cys Arg Gly His Tro Arg lie Leu Leu L-u Thr 
~ 20 "15 -lo 

CAC GTC CCA CCG TGG ATA CTG GAG AAT CCT TCT TGC «C ACA CGT CCC 
his ,'al Pro Pro Trp lie Leu Glu Asn Pro Ser Cys His Thr Arg Pro 
"5 l 5 



GTG GAC ACT GGA GAA TCC TTC TCG CCA CAA. CCG 
Val As? Thr Gly Glu Ser Phe Ser Pre Gin A" 
10 15 



60 
112 

160 

208 

244 
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(2) INFORMATION FOR SEQ ID NO: 159^ 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 53 base pairs 

(B) TYPE:. NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 154.. 246 

(C) IDENTIFICATION METHOD: Von Hpnno ma .r^o 

(D) OTHER INFORMATION: score 4.3 

seq LVLLSVLKEPVSR/SI 
(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 159: 



ATAGGACTGC TACAAAAACC CCATGTTTAC GAATTTGCCA GTGATATTGC CCCCTTCCTG 60 
TGTCATCCCA ATTTATGGAT ACGTTATGGT GCCGTGGGAT TTATCACAGT GGTAGCTCGT 120 
CAAATAAGTA CAGCTGATGT CTACTGTAAA CTG ATG CCT TAT CTT GAC CCA TAT 



Met Pro Tyr Leu Asp Pro Tyr 
-30 .25 

ATT ACC CAA CCA ATA ATA CAG ATT GAA AG A AAA CTT GTT CTG CTC AGT 
lie Thr Gin Pro lie lie Gin lie Glu Arg Lys L-, Val Leu Su Sel 
.' 20 -15 _ 10 

GTT TTA AAG GAA CCA GTA AGT CGT TCT ATA TTT GAT TAT GCT TTG AGG 
Val Leu Lys Glu Pro Val Ser Arg Ser lie Phe Aso Tyr Ala Leu Arg 

TCT aaa GAT ATT ACT AGC TTG TTC AGA CAT CTT CAC ATG CGT CAG AAG 
*er Lys Asp lie Thr Ser Leu Pne Arg Hxs Leu His Met Arg Gin Lys 

AAA CGA AAT GGT TCT CTT CCC GAC TGC CCT CCG CCA GAG GAT CCT GCC 
Lys Arg Asn Giy Ser Leu Pro Asp Cvs Pro Pro Pro Glu Asp Pro Aia 

30 35 4Q 

5- Si Gin Zl f TG ^ f* 5 CTC ?CA CAG GGA ATG ACA - GAG GAA 

II* Ala Gin , 2 u Leu Lys Lys Leu Leu Ser Gin Gly Met Tnr Glu Giu 

45 50 55 

GAG GAA GAC AAA CTT CTG GCA CTG AAA GAC TTC ATG ATG 
Glu Glu Asp Lys Leu Leu Ala Leu Lys Aso Phe M-t M-t 
6 0 65 



174 



222 



270 



318 



366 



U4 



i 53 
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(2) INFORMATION FOR SEQ ID NO: 160: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 312 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi} ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE : Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: 181. .267 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.3 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 150: 



ARRAAAGCCG GGACTGGACC GAGCGGAGTK KTGCGTGTCG CCGAAGGGGG GTKGGCCGGG 60 

GGhGGKGAGG TTCGTTCCGC GGAKCCGCAG YCAGAASCGK GRACCAAGAA TCGCCTTCAG 120 

CCCTGTCTKG TGCATCCTTG GCAGAAAGTG RKGAKGAAAA CACCCCCATT GTTCTTTGGC 180 

ATG GAC ACA AGT TCA GTG GGA GGA TTA GAA TTG ACT GAT CAG ACT CCT 228 
Met Asp Thr Ser Ser Val Gly Gly Leu Glu Leu Thr Asp Gin Thr Pro 
-25 -20 -15 

GTT TTA TTA GGG AGT ACG GCC ATG GCA ACT AGT CTC ACG AAT GTA GGA 27 6 
Val Leu Leu Gly Ser Thr Ala Met Ala Thr Ser Leu Thr Asn Val Gly 
-10 -5 i 

AAC TCA TTT AGT GGT CCA GCT AAT CCT TTA GTG TCT 312 
Asn Ser Phe Ser Gly Pro Ala Asn Pro "Leu Val Ser 
5 10 15 



(2) INFORMATION FOR SEQ ID NO: 161: 

-(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 182 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE "* 
<D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sap.iens 

(D) DEVELOPMENTAL STAGE: Fecal 
(c) TISSUE TYPE: kidnev 
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{ix) FEATURE : 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 33. .116 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.2 

seq FGLLDFWQCCDS/LR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 161: 

ATTTTTTATG ACATCTAWTT ATATTGAGTT GC ATG CAT GTT TTG TTC AAC ATA 

Met His Val Leu Phe Asn lie 
-25 

GTC ACA ACA AAT WRR RAT AAC CAT TTT GGG TTG TTA GAT TTT GTT GTG 
Val Thr Thr Asn Xaa Xaa Asn His Phe Gly Leu Leu Asp Phe Val Val 
-20 -is _ 1Q 

CAG TGT TGT GAT TCA TTA AGA AAC CAT ARG WGG TCA TTT CAG TCA TCT 
Gin Cys Cys Asp Ser Leu Arg Asn His Xaa Xaa Ser Phe Gin Ser Ser 
" 5 1 5 io 

TAC TTG AGG CTA AAT CAT TCA TGR CAT ACA TGT 
Tyr Leu Arg Leu Asn His Ser Xaa His Thr Cys 
15 20 



53 



101 



149 



182 



(2) INFORMATION FOR SEQ ID NO: 162: 

(i) SEQUENCE CHARACTERISTICS ; 

(A) LENGTH: 347 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Saoiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
<B) LOCATION: 150.. 215 

<C> IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.2 

seq TAYWLS FMSWAQS /SS 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 162: 



ATGTATACTG AGGTTCAGGA ACTGCTGGAG AGATGACTGG GCACCAAGAG GATGACAGTG 60 

ACTCAGCTGG CATCCCTTAG CTGGTTCATG GCAGAGCTGA GTGGCCACTC CTGTCTCTGA 120 

CCCCAGCTTC AGTGCTCTTT ATCTCCTCC ATG CCT CCT CAG TCG TGC TGC TCT 17 3 

Met Pro Pro Gin Ser Cys Cys Ser 
-20 -is 
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ACA CAC CCA AAC GGT AGG ATC CAC CGG TGG 
Thr His Pro Asn Gly Arg lie His Arg Trp 
35 40 



221 



AAG ACT GCT TAC TGG CTT TCC TTC ATG TCC TGG GCA CAG AGC AGT TCT 
Lys Thr Ala Tyr Trp Leu Ser Phe Met Ser Trp Ala Gin Ser Ser Ser 
-10 -s x 

TTT GGT AGC AGA HTT GAG TCC ACT TCC CCC TGC ACA GAT CAC TGC TCA 269 
Phe Gly Ser Arg Xaa Glu Ser Thr Ser Pro Cys Thr Asp His Cys Ser 

GGA CCC AGA GAG GAG CAG CTC TGC TCC AGC AGG GTT TTC CAT TGC ATC 317 
Gly Pro Arg Glu Glu Gin Leu Cys Ser Ser Arg Val Phe H*s Cys He 
20 25 3 0 



347 



(2) INFORMATION FOR SEQ ID NO: 163: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 127 base pairs 
(3) TYPE: NUCLEIC ACID 
{C} STRANDEDNESS : DOUBLE 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

{ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 53. .94 

{C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.2 

seq SCVFFHFLQGGLG/FG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 163: 



AACTTTCTTC AAGGCGGTTT GGGATTTGGC TCCGCTGGCC GCTGTGCTGG TG ATG TCC 

Met Ser 

TGT GTT TTC TTT CAC TTT CTT CAA GGC GGT TTG GGA TTT GGC TCC GCT 
Cys Val Phe Phe His Phe Leu Gin Gly Gly Leu Gly Phe Gly Ser Ala 
."iO -5 i 

GGC CGC TGT GCT GGT GAC AGG 
Gly Arg Cys Ala Gly Asp Arg 
5 10 



(2) INFORMATION FOR SEQ ID NO: 164: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 317 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS: DOUBLE 
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(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 156.. 215 

(C) IDENTIFICATION METHOD: Von Heijne natrix 
{D} OTHER INFORMATION: score 4.2 

seq LILLPIWINMAQI/QQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 164: 

AAACTCGAAC TTGGTCGGGG CGCGGATCCC GAGAGGGAAA G7CATAACAA CCGCACGAGG 60 
GAGTTCGACT CGCGAACTGG AAGGCCACGC CTCCTCCCnr ( '"nrrrrrTr Lr.rrrrcvm toa 

_ . W N,^ i W i 

CTGGGGGCAG AGCTCAGACT GTCTTCTGAA GATTG ATG TCT ATT ?CC TTG AGC 17 3 

Met Ser lie Ser -Leu Ser 
-20 -is 

TCT TTA ATT TTG TTG CCA ATT TGG ATA AAC ATG GCA CAA ATC CAG CAG 221 
Ser Leu lie Leu Leu Pro lie Trp He Asn Met Ala Gin He Gin Gin 
. -10 -5 1 

GGA GGT CCA GAT GAA AAA GAA AAG ACT ACC GCA CTG AAA GAT TTA TTA 269 
Gly Gly Pro Asp Glu Lys Glu Lys Thr Thr Ala leu Lys Asd Leu Leu 
5 10 15 

TCT AGG ATA GAT TTG GAT GAA CTA ATG AAA AAA GAT GAA CCG CCA GGG 317 
Ser Arg He Asp Leu Asp Glu Leu Met Lys Lys Asp Glu Pro Pro Glv 

20 2d -;n 



(2) INFORMATION FOR SEQ ID NO: 165: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 205 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Horr.o SaDiens 
(?) TISSUE TYPE: Heart 

(ix) FEATURE: 

•A; NAME/KEY: sic_peptide 
13} LOCATION: 5C . ."l51 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
13) OTHER INFORMATION: score 4.2 

seq SFCNAVVLSPVFQ/EE 
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{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 165: 



AAGTTATACA GAAGACTTGT AGGAAGGATG GACAAACGTT CTTAAGCCC ATG ACG GCC 58 

• Met Thr Ala 

CTT AAC CTG GTC GCT CCC TTT TCT GAT GGA GAC TCA GGC AGC GTC TCT 106 
Leu Asn Leu Val Ala Pro Phe Ser Asp Gly Asp Ser Gly Ser Val Ser 
-30 -25 -20 

CTA GCT TCT TTC TGC AAT GCT GTA GTA CTC TCT CCA GTA TTT CAG GAG 154 
Leu Ala Ser Phe Cys Asn Ala Val Val Leu Ser Pro Val Phe Gin Glu 
"15 -10 - 5 y 

GAG GAG CAT TTG CTA TTT CAA AAA CGA AAA ACA AAA ACC TGG CCA CCC 202 
Glu Glu His Leu Leu Phe Gin Lys Arg Lys Thr Lys Thr Trp P-o Pro 
5 io 15 



AGG 
Arg 



205 



(2) INFORMATION FOR SEQ ID NO: 166: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 270 base pairs 

O) TYPE: NUCLEIC ACID 

(C) 3TRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Saoieas 
(H TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME/KEY: si^ceocida 

(B) LOCATION: 153. ".204 

(C) IDENTIFICATION METHOD: Von Keijne matrix 

(D) OTHER INFORMATION: score 4.2 

seq PVQVLGLLATCQH/AP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 166: 

AATATGTAAC C AAAAAT AAA GTGTTTCAAT AGTTTATTCC TCTTTCATAT AATGG7CTAG 60 

AGAGAGTGTC ATTGGGGCAA AGGGCAAAGA TACAGAGGAT CTGTTTCCCT TCTATCTTGT 120 

TTTTCTGTAA TCACCTAGAG CAGTGCTACT CAA ATG TGG TCC AGA CCA GTG CAG 174 

Met Trp Ser Arg Pro Val Gin 
-15 



CTC TTG GGA CTT CTT GCC ACT TCT CAG CAT GCT CCC TCT CG~ t CC TTT 
val Leu Gly Leu Leu Ala Thr Cys Gin His Ala Pro Ser Pro Ser Phe 

-S x 5 

AAA GGT GAG ACA TGT ACA GAA ATT GAG AGT GTT TAT CTG GCC ' CCC ATG 



222 
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Lys Gly Glu Thr Cys Thr Glu' He Glu Ser Val Tvr Leu Ala Pro Met 
10 15 " -20 



(2) INFORMATION FOR SEQ ID NO: 167: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 208 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) 5TRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(iij MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

/Dl TOPATTnu. IOC 1. A v7 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.2 

seq SLNQILLFLLISC/RT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 167: 



TACTGTGGTA AGCACTTAGT AATGCAAAGT ATTGTTATTC TAATTATTTC CAATAAGAAT 60 

AGTGCCTTTT ATTGGGGAAA GAGTCTACTT GGCTGATCAC AACAAGAGGT TTATTTCTTC 120 

CTCC ATG AGG TAC CGG TTA AGG ATT CAA ATC ACA AC A TCC CTC AAT CAG 169 
Met Arg Tyr Arg Leu Arg He Gin lie Thr Thr Ser Leu Asn Gin 
-20 -15 ' -io 

ATC CTG CTA TTC TTA CTG ATA AG? TGT AGG ACC TTG AGC 208 
He Leu . Leu Phe Leu Leu He Ser Cys Arg Thr Leu Ser 



(2) INFORMATION FOR SEQ ID NO: 168: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 375 base pairs 

(D) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fecal 

f F) TISSUE TYPE: kidney 

(!*:■:} FEATURE: 

(A) NAME/KEY; z • -j_peDt idle 

(B) LOCATION: . .34 5 
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(C) IDENTIFICATION METHOD: Von He:jne matrix 

(D) OTHER INFORMATION: score 4..; 

. seq VLLFFCCSPLYSP/LF 

• (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1G8: 

ATGTAATGGA AGCAATCATT TTGAAAAGAG TTAAAGTTTT TTGGTAAGTC AAATAAGGAT 60 

CAATGCTGCT GAAAGCTGGG ACAACACACG GGCCCTGACC AAATTGGGGT TTCTTTGTCT 120 

ACCTCATACC TTCCAAATCA AAAAATAATT TCCCTAGTAT TTTAATTACT CCCCCAAATC 180 

AGGAATAACT TCCTCACTGT GCTGATTTTG GTTCTTTTAA AATAAGGTGG TAATTTGAAG 24 0 

GTAATAGTTA AACCAGTCAT AGATTATTCT ATG CCA TTC TTT TCA AAT CAG CCC 2 94 

Met Pro Phe Phe Ser Asn Gin Pro 
-25 -20 

ACT CAG GTG TCA GTC CTA CTT TTC TTT TGT TGT AG T CCT CTT TAT TCT 34 2 
Thr Gin Val Ser Val Leu Leu Phe Phe Cys Cys Ser Pro Leu Tyr Ser 
-15 -io - = 

CCT TTG TTT CTG CTC CAV CTC ATC CCC CAC CAG - 375 

Pre Leu Phe Leu Leu Xaa Leu lie Pre His Gin 
1 ' 5 10 



(2) INFORMATION FOR SEQ ID NO: 169: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 376 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(iil MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE; Fetal 

( F) TISSUE TYPE : kidney 

(i:<) FEATURE: 

(A) NAME/KEY: sig_peotide 

(B) LOCATION: 32.. 163 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq IAVGLTCQHVSHA/IS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 169: 

GCTGCGGCCC GGCCCGGCGG GTAAATAACA G ATG CGG GTG AAA GAT CCA ACT 52 

Met Arg Vai Lys Asp Pro Thr 
-40 



AAA GCT TTA CCT GAG AAA CCC AAA AGA AGT AAA ACG CCT ACT GTA CCT 
Lys Ala Leu Pro Glu Lys Ala Lys Arg Ser Lys Arg Pro Thr Val *ro 
-35 -30 _25 



100 
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CAT GAT 
His Asp 
-20 

CAT GTA 
His Vai 
-5 

GAG AAT 
Glu Asn 



GAA GAC 
Glu Asp 



AGT CAT 
Ser His 



TAT GAT 
Tyr Asp 



TGT GGC 
Cys Gly 
45 

AAG CAC 
Lys His 
60 



CTG TGG 
Leu Trp 
15 

GGG CAG 
Gly Gin 
30 

TTC CAG 
Phe Gin 



TTT AAG 
Phe Lys 



TCT TCA GAT GAT ATT GCT GTA GGT TTA ACT TGC CAA 
Ser Ser Asp Asp lie Ala Val Gly Leu Thr Cys Gin 
- 1 5 - 1 0 

GCT ATC AGC GTG AAT CAT GTA AAG AGA GCA ATA GCT 
Ala lie Ser Val Asn His Val Lys" Arg Ala lie Ala 
1 5 l0 

TCA GTT TGC TCA GAA TGT TTA AAA GAA AGA AGA TTC 
Ser Val Cys Ser Glu Cys Leu Lys Glu Arg Arg Phe 
20 25 

CTA GTA CTT ACT TCT GAT ATT TGG TTG TGC CTC AAG 
Leu Val Leu Thr Ser Asp lie Trp Leu Cys Leu Lys 
35 4 0 

GGA TGT GGT AAA AAC TCA GAA AGC CAA CAT TCA TTG 
Gly Cys Gly Lys Asn Ser Glu Ser Gin His Ser Leu 
50 ' 55 

AGT TCC AGA ACA GAG CCC CTC AGG 
Ser Ser Arg Thr Glu Pro Leu Arq 
65 70 



148 



196 



244 



292 



340 



(2) INFORMATION FOR SEQ ID NO: 170: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 152 base pairs 

(B) TYPE: NUCLEIC ACID 
<C) STRANDEDNESS: DOUBLE 
[0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
i c ) ' TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 9. .140 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq GTYLTSSSPLCQL/Q? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 170; 



ACT TT AAT ATG GTG TCC TTG GGT TAT TAT TTA ATA TTT GTC CTA TA- CTT 
Met Val Ser Leu Gly Tyr Tyr Leu lie Phe Val Leu Tyr L-u 
-40 , 35 

TGG CTT TGT TTC ATG CAA AT? AGT GAA GAG AAG TTA ATA GAG GAA CAC 
Trp Leu .ys Phe Met Gin He Ser Glu Glu Lys Leu lie Glu Glu His 
-2=> -20 _ i5 

rf * ^ CA - ?" T T?A AC - TX AGT T?A CCC CTC TGC CAG CTC CAG CCC 

- r : - /r Leu Thr Ser Ser Pro Leu Cys Gin Leu Gin Pro 



50 



93 



146 



WO 99/06554 

130 

-10 - 5 

CCA GGG 
Pro Gly 



PCT/IB98/01238 

1 

152 



(2) INFORMATION FOR SEQ ID NO: 171: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 259 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

CD) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(i.x) FEATURE: 

(A} NAME/KEY: sig_peptide 
{3) LOCATION: 128,. 232 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq VLCCLLIATPTFF/LL 

. Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 171: 

ATATTATTAA ACTTTTTATT TTGAGGTTAG TGTGGATTGA AATACACTTC CAACAATTAA 60 

CACAAAGGTC CCCTGTGTCC TTTACCCAGT TTTCCACAAT GGTAACATCT TACAAAACTC 120 

GAG TAG A ATG TCA CTC ACA TCC AGG RTA MYA ATW ATG GWT ACA ATC AAG 169 
Met Ser Leu Thr Ser Arg Xaa Xaa lie Met Xaa Thr n* Lvs 
"35 -30 , 2 5 

ATA CAG AAT ATT TCT ATT ACA AAG GTC TTG TGT TGC CTT CTT AT A GCA 217 
lie Gin Asn lie Ser lie Thr Lys Val Leu Cys Cvs Leu Leu lie Ala 

-20 -i5 _; 0 

ACA CCT ACT TTC TTC CTA CTC CTT CCC TCA TCC ATT CCA CGG 2 SO 
Thr Pro Thr Phe Phe Leu Leu Leu Pro Ser Ser lie Pro Arg 
" 5 15 



(2) INFORMATION FOR SEQ ID NO: 172: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 217 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY; LINEAR 

raiECULE TYPE: CDMA 



1} ORIGINAL SOURCE 
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(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 137.. 190 

(C) IDENTIFICATION METHOD: Von Hvijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq AGVV3TSVAAAVA/AV 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 172: 

AAGCGCAACC GGAACTAGCC TTCTGGGGGC CGGCTTCCTT TATCTCTGGC GGCCTTGTAG 60 

TCGTCTCCGA GACTCCCCAC CCCTCCTTCC CTCTTGACCC CCTAGGTTTG ATTGCCCTTT 120 

CCCCGAAACA ACTATC ATG ARC GCC GAG GCT GCC GGT GTT GTC TCC ACC TCG 172 
Met Xaa Ala Glu Ala Ala Gly Val Val Ser Thr Ser 
" 15 -10 

GTG GCC GCG GCT GTT GCT GCT GTC GCT GCT CCT GCT GGG GCC GGG 217 
Val Ala Ala Ala Val ALa Ala Val Ala Ala Pro Ala Gly Ala G y 
-5 i . 5 



(2) INFORMATION FOR SEQ ID NO: 173: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 196 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 101.. 145 

(C) IDENTIFICATION METHOD: Von Heijn- matrix 

(D) OTHER INFORMATION: score 4 

seq IMSSCLALTYTNS/IS 
(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 173: 

TTGGTA7CTG GAGTGTTGTA GTGTGTTTGT ATTTGCTTAT AAATAAGTAT 7ATAGATAAA 60 

GATAAACTTC ATAAAGAGTG GATATTTTGG GGAAAATTTC ATG TGG ATA ATG TCA US 

■>t Trp lie Met Ser 
- IS 

I:: :?1 G ^ A T G * CA TAC ACA ^ T TCA ATC TCA C - T agt ctt tgc i 63 

S« w , .su .la Leu :n: Tyr Thr Asn Ser lie :~,r His Ser Leu Cys 

I 5 
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CTT GAG AGA GCG TAG AGT CTA TTC AAA GTT GAC 
Leu Glu Arg Ala Tyr Ser Leu Phe Lys Val Asp 
10 15 



196 



(2) INFORMATION FOR SEQ ID NO: 174: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 214 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

{A} ORGANISM: Homo Sapiens 

{D} DEVELOPMENTAL STAGE:' Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptids 

(B) LOCATION: 65.. 124 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4 

seq SNALVLVTRGSSS/LP 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 174: 



ACAGTGTGGC TCGGTTGAAT AGGAGAGCTT TAACTGCATT CTCTTGTGAG AATGCAGTBG 60 

AAGA ATG CCA AGA GGA GTG TAG AAT TCA AAT GCG TTA GTG CTT GTA ACA 109 
Met Pro Arg Gly Val Tyr Asn Ser Asn Ala Leu Val Leu Val Th>- 
-20 -15 -io 

CGT GGT TCC AGT TCT CTC CCT CTT.GGC TTG TAT GGT ATA AAT TGT GTA 157 
Arg Gly Ser Ser Ser Leu Pro Leu Giy Leu Tyr Gly He Asn Cys Val 
-5-1 5 io 

CAG GTA ATT AAG TTA TTT TAT AGA GGC CAT CTC CAC* TGG GAA ACT TTG 20 5 
GIp. Val He Lys Leu Fhe Tyr Arg Gly His Leu His Trp Glu Thr Leu 
13 20 25 



CTG CCA TCG 
Leu Pro Ser 
30 



214 



(2) INFORMATION FOR SEQ ID NO: 175: 

(ii SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 353 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDMA 
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(vi) ORIGINAL SOURCE): 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE; kidney 

(ix> FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION-: 210. .341 

{CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION : score 4 

seq FLLPCVHPFSVIA/VY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 175: 

AATTTATGAT AGGAAATGAT TGATCAAGTG TCACACAGCT GATTATCAGG TCTCAGTCTA 60 

ATATTTATTC CTTATTGGTC TCTGCTTAAC TTCAAGTAGG TTATAGATTC CTTAATGGAC 120 

TGATAGTTTA TGTCTTATAG CTTTACCTTT CAGGCGCTTA GTTTCATATT CGGAACATGA' ' 180 

CAAGTGAATA ATAAATACAT GATAGCTCT ATG ATT GAA CCC TGT GAG AAA ATG 

Met lie Glu Pro Cys Glu Lys Met 
-40 

AAG CAT TAT GAT ATG AAT TGG TTT CTG TGT ATG TAT GAG TGT TTT TTT 
Lys His Tyr Asp Met Asn Trp Phe Leu Cys Met Tyr Glu Cys Phe Phe 
"35 -30 -.25 



233 



281 



TTY CAT CTT TTG GAA ACA GAA TTT CTG CTC CCC TGT GTA CAC CCT TTC 
Pne His Leu Leu Glu Thr Glu Phe Leu Leu Pro Cys Val His Pro Phe 
~ 20 -10 - 5 

TCT GTA ATT GCA GTG TAT GTT TTT 
Ser Val He Ala Val Tyr Val Phe 
1 



329 



353 



(2) INFORMATION FOR SEQ ID NO: 176: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 307 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 
CD) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peDtide 
(3) LOCATION : 134 . . 293 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
{D> OTHER IN FORMAT ION*: score 4 

seq AALCC:3L3QXFP/EP 
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(xil SEQUENCE DESCRIPTION: SEQ ID NO: 176: 

AGC.CTCCGCC TTTGCCTTCG CAGCCGCCTC CAGGGCAATT TGCATATTTC TCCAAAGAAC 60 

CATCCAGAAC CTGAGCAGCC TGTCTTCAGA CAGAGATAGG CCCACGGCTG TTTCTTGAAA 120 

TCTGGCGCTG GGA ATG GCC ATG TGG AAC AGG CCA TGC CAG ARC CTG CCT 169 
Met Ala Met Trp Asn Arg Pro Cys Gin Xaa Leu Pro 
-55 , 50 



-45 



Gin n G p" r° CCC ACT GCA GAG GGG GAG G « CAC CTG 

Gin. Gin Pro Leu Val Ala Glu Pro Thr Ala Glu G..y Glu Pro His Leu 

" 40 _35 -30 

CCC ACG GGC CGG GAG CTG ACT GAG GCC AAC CGC T?C GCC TAT GCT GCC 
Pro Thr Gly Arg Glu Leu Thr Glu Ala Asn Arg ? he Ala Tyl All aS 
"25 -20 _ 15 

CTC TGT GGC ATC TCC CTG TCC CAG TKA TTT CCT CAA CCG GGG 
Leu Cys Gly lie Ser Leu Ser Gin Xaa Phe Pro Giu Pro Gly 
- 1 0 -5 i 



217 



265 



307 



(2) INFORMATION FOR SEQ ID NO: 177; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 189 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(D) DEVELOPMENTAL STAGE: Fetal 
. (?) TISSUE TYPE: kidney 

{ ix) FEATURE : 

(A) NAME /KEY : sig_peptide 

(B) LOCATION : 130 . . 180 

(CS IDENTIFICATION METHOD: Von Keijne matrix 
(Di OTHER INFORMATION: score 4 

seq CLLVSYAVDSAAG/RF 

(xj.) SEQUENCE DESCRIPTION: SEQ ID NO: 177: 

ATTGTCAAAA AG AC ATC AAA CTCAACTTCT GGGAAGACAG A'.'TTTTAATA CACATACTTG 

GC7AATACTC ACAAACATAT CTAAAGTTTT GGCAAAATTA TGAGGGTGAT GGGTKGGTAC 120 

7AACCTGGC ATG GAG CAG GTG TGT CTT TTG GTT TCT TAT GCA GTT GAC TCT 17 1 
Met Giu -oln Val Cys Leu Leu Val Ser Tyr Ala Val Asp Se- 
~ 15 -10 _ 5 

GCT GCA GGG AGA TT'J GGG 

Al=i Ala Gly Arc Phe Gly ' 139 



60 
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(2) INFORMATION FOR 3EQ ID NO: 173*: 

(U SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 364 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) 5TRANDEDNESS : DOUBLE 

(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE : Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 20. . 103 

(C) IDENTIFICATION METHOD : Von Heiir.e m^friv 

(D) OTHER INFORMATION: score 4 " ' 

seq ATLRCWASTPVSG/RL 

{xi) SEQUENCE DESCRIPTION : SEQ ID NO: 178: 



TGT GAG CCT GGG GCA GAC GGC TCT GAA ACC TTT GCC G^T GGG orr CCT 
Cys Glu Pro Gly Ala Asp Gly Ser Glu Thr Phe Ala Aso Gly Val Pro 
50 55 6 *o 

CGG GAG GGA CTG AGT CGC CAG CAG GTG TTG ACC CGC ATT GGA G7~ ATG 
Arg Giu Gly Leu Ser Arg Gin Gin Val Leu Thr Arg G'y V*l Met 

65 70 75 

TCT CTC GTC AAA AAG AAG GGG CAG 
Ser Le-J Vai Lys Lys Lys Gly Gin 
80 95 



100 



143 



ACAAAGAGGC AGCTCCGGA ATG AGA AAG ATA AGC CAC TGC CTC CAC TGC TGG 52 

Met Arg Lys He Ser His Cys Leu His Cys Trp 
-25 -20 

CCC GAG TCG GGG GCA ACA TTG AGG TGC TGG GCT TCA AGA CCC G^C AGC 
Pro Glu Ser Gly Ala Thr Leu Arg Cys Trp Ala Ser Thr Pro Va i Ser 
-15 -io - 5 

GGA AGG CTT TCC TCA ATG GCT GTK RWG SSG CKG GGG GAA AKG CCA CCA 
Gly Arg Leu Ser Ser -Met Ala Val Xaa Xaa Xaa Gly Glu Xaa ?- 0 Pro 
15 10 15 

CAG GAT GCC TTC ACC ACA CAG TGG CTG GTG CGG GAC CTG AGG GGC AAG 196 
■oln Asp Ala Phe Thr Thr Gin Trp 'Leu Val Arg Aso Leu Arg G'y Lys 
20 .25 30 

ACT GAG AAG GAG TTT AAG GCC TAT GTG TCT TTG TTC ATG CGC C^T CTG 24 4 
Thr Glu Lys Glu Phe Lys Ala Tyr Val Ser Leu Phe Met Arg His Leu 
35 40 45 



292 



340 



364 
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(2) INFORMATION FOR SEQ ID NO: 17 9: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 249 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

Ui) MOLECULE TYPE: CDNA 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

( A) NAME /KEY : sig_peptide 

(B) LOCATION: 172.. 237 

(C) IDENTIFICATION METHOD: Von Hei^ne natnx 
<D) OTHER INFORMATION: score 4 

seq LLHPCGSITLTSS/ST 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 179: 

AAAATTTTTT TAGCCTCTAA CATGAAAGGG TCTCTTCATT GTTCTCATTT GTCTTACCCG 

CCATCCAGTG TTAAGCAGTA TGTTAAAGAG CTTCTTCTTT ACAACTTTTC CCCTCACATT 120 

ATTTTYCTAC ATGCAGCAAC TTCTTTAACC AAGTTGTTTG ATTAGGAGTA A ATG TGC 177 

Met Cys 

ATA AAC GAT CAT ATT ATT AAG CTT CTG CAC CCA TGT GGC AGC ATC ACT 225 
He Asn Asp His He He Lys Leu Leu His Pro Cys Giy Ser lie Thr 
" 20 -15 -10 -5 



60 



TTA ACT TCT TCC TCA ACC ACA CGG 
Leu Thr Ser Ser Ser Tar Thr Arg 
1 



249 



(2) INFORMATION FOR SEQ ID NO: 180: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 269 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(U) DEVELOPMENTAL STAGE: Fetal 

{F) TISSUE TYPE: kidney 

(ix) FEATURE: 

fA) NAME /KEY : sigjpeptide 
;5) LOCATION: 135.'. 135 

iC) IDENTIFICATION METHOD: Von Heijno natri 
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(D) OTHER INFORMATION: score 4 

seq VALQCGLTIPALX/LP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 180: 



AGAAGGGGTG TCAAACTCCA ATGGAAAAGG TTTAGGAAAA CACCTTTTAC AAATCCAAAG 60 

ATGTTTCACA GTGGGCGAGG CTGGTGTGGC GACAGTAGTG GCCCACATGG CTGGGTTGGG 120 

AGCCAGCTCT GCCC ATG AGG TGC CGT GTG GCT TTG CAG TGT GGC CTC ACA 170 
Met Arg Cys Arg Val Ala Leu Gin Cvs Gly Leu Thr 
-15 • -10 

ATC CCA GCT TTG TNT CTT CCC CAG GGA GAT GAG GCT GGT GAT GCT CAA 218 
He Pro Ala Leu Xaa Leu Pro Gin Giy Asp Glu Ala Gly Asp Ala Gin 
-5 1 5 10 



GAT CTC AGA GGC CCT GCC CAG GCT GAG TAT CTG TAT ATA ATA TCC CCC 2 66 

Asp Leu Arg Gly Pro Ala Gin Ala Glu Tyr Leu Tyr He He Ser Pro 
15 20 25 

TCG 269 



(2) INFORMATION FOR SEQ ID NO: 181: 

(i) SEQUENCE CHARACTERISTICS ; 

(A) LENGTH: 44 1 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

( D) TOPOLOGY: LINEAR 



(±i 3 MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

<D) DEVELOPMENTAL STAGE: Fetal 

t F) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 88.. 366 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq LTSAFLWLPRLHI/SV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 181: 



AT AT AA CTC A GT iTPCTGTT GTCTTTAGCT ACTGATGCAA ATGTGAAGAA TGAAAGTCTT 60 

TCATCTGTGC ACCAGCTTGC C ATT AAA ATG ACT GTC AG- TAT GGC AAA TTC CTC 11 A 

Met Thr Val Ar'j Tyr Gly Lys Fhe Leu 
-90 -85 

AG? CTC TTA AAA GAT GGT GCA GAA AAT GAT CTT ACC TGG GT? TTA AAG 162 
Ser Leu Leu 1\*3 Asp Gly Ala Glu Asn Asp Leu Thr Trp Val Leu Lys 
-30 -75 -70 
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CAT TGT 
His Cys 



CTT CTC 
Leu Leu 



TCT CTG 
5er Leu 
-35 

CTT CAT 
Leu His 
-20 

AGC CTA 
Arg Leu 



GAG AGA 
Glu Arg 
-65 

TGC CTG 
Cys Leu 
-50 

TTC ATG 
Phe Met 



TTC CTG 
Phe Leu 



CAA GGG 
Gin Gly 



ATA ATG 
He Met 



CAA TTC 
Gin Phe 



CAT ATT 
His He 



GAM ATT 
Xaa lie 



TTA AGA 
Leu Arg 
15 



TCC AGG 
Ser Arg 
-15 

TCT GTA 
Ser Val 
1 

ACA TTA 
Thr Leu 



AAA CAG CAG 
Lys Gin Gin 
-60 

AAT TAT GCT 
Asn Tyr Ala 
-45 

TTG GGA GAC 
Leu Gly Asp 
-30 

CTT CTG ACT 
Leu Leu Thr 



CAA ACT 
Gin Thr 



GGC CAT 
Gly His 



-AAA GAA 
Lys Glu 



TCC ATA AAA TCT TCT 210 
Ser He Lys Ser Ser 
-55 

GAC TGG TTT GTA TCT 2 56 
Asp Trp Phe Val Ser 
-4 0 

ACA TTC CAA TTT 30 6 
Thr Phe Gin Phe 



AGA CTT CAA 
Arg Leu Gin 
5 

TAC TTA CAT 
Tyr Leu His 
20 



TCT GCT 
Ser Ala 
-10 

TCT GTT 
Ser Val 



AAA 
Lys 
-25 

TTT 
Phe 



TTT 
Phe 



TCA MCG 
Sc-r Xaa 



GGA 
Gly 



CTT TGG TTG CCA 354 
Leu Trp Leu Pro 

■ -5 

AAA GGA GGG TTT 4 02 
Lys Gly Gly Phe 
10 

CGG 

*t i i 

Arg 
25 



(2) INFORMATION FOR SEQ ID NO: 182: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 261 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(D) DEVELOPMENTAL STAGE: Fetal 
(FJ TISSUE TYPE: kidney 

fix) FEATURE: 

I Ai NAME/KEY: sig_peptide 
(H) LOCATION: 160. .219 

(CI IDENTIFICATION METHOD : Von Heijne matrix 
ID) OTHER INFORMATION: score 3.9 

seq FFWVVLFSAGCKV/IT 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 182: 

AC AG AG CCA CAGAATGCTG AGCAGTCAAC AGCATTTCTT GTTCCAAGAT CACCCTTCTG 
-JTACCTCTC TGGC7GCCAA ATTGCCAGGG CCTTCACAGT TTGATTCCAT TTCTCAGCTC 120 
AAGCATTAG G7AAACCCAC CAAGCAATCC TAGCCTGTG ATG GCG TTT GAC GTC 



Met Ala Phe Asp Val 
-20 



60 



TTT TTT TGG GTG GTG CTG TTT TCT GCC COG TCT AAA GTC ATC 



174 



222 



WO 99/06554 

Ser Cys Phe Phe Trp Val Val Leu Phe 
"15 -10 

ACC TCC TGG GAT CAG ATG TGC ATT GAG 
Thr Ser Trp Asp Gin Met Cys lie Glu 
5 -10 



139 PCT/IB98/01238 

Ser Ala Gly Cys Lys Val He 
"5 1 

AAA GAA GCC ACA 261 
Lys Glu Ala Thr 



(2) INFORMATION FOR SEQ ID NO: 183: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 289 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 167.. 232 

(C) IDENTIFICATION METHOD: Von Hei)ne matrix 
fD) OTHER INFORMATION: score 3.9 

seq HLSSTTSPPWTHA/AI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 133: 

AAAAACGCCT TGAGGATAAG GAAGGAGAA? CAGCAAGTCC CGAGTTCCTA CGGTGTGTCA 60 

GCATCGTGCT CCCACTCCCG GGAGAGAGGC ATTATCTTCA GTTTACAAAA GGGGAAAACA 120 

GGTCTGGGGT TTCCAGAGTC CGCGGTTTTG CTAAGAAGCC GCAGTG ATG TTG ACG 17 5 

Met Leu Thr 
-20 

CGG CTG GTC CTC AGT GCA CAC CTG AGT AGC ACG ACC TCT CCG CCC TGG 22 3 
Arg Leu Val Leu Ser Ala His Leu Ser Ser Thr Thr Ser Pro Pro Trp 
-15 -10 - 5 

ACG CAC GCT GCC ATC AGC TGG GAG CTG GAC AAC C ? Z CTG ATG CCT AGT 271 
Thr His. Ala Ala lie Ser Trp Glu Leu Asp Asn Val Leu Met Pro Ser 
1 5 10 



CCC AGA ATC TGG CCC CTG 
Pro Arg Ila Tro Pro Leu 
15 



289 



(2) INFORMATION FCR SEQ ID NO: 184: 

(1) SZZVZXCZ CHARACTERISTICS: 

<A) LENGTH: 473 base pairs 
•*3J TYPE: NUCLEIC ACID 



WO 99/06554 



140 



PCT/IB98/01238 



(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) "MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE : Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE : 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 326.. 445 

{C} IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION :. . score 3.9 

seq CVNLLLGFEPVIS/RS 



(xi) 


SEQUENCE DESCRIPTION: 


SEQ ID NO: 


134: ■ 






ATAAAACTTA 


GGGGGAAGAT 


TTGCCTCTCA 


CTTTTTTTCT 


TGGAAAATGT 


GGGCAGCAAT 


60 


TTTAAAGAGA 


ACATGAAAAT 


GGAGTAGGTT 


GAAACCAACA 


TTCAGAACTT 


CCTTTCATGG 


120 


ATTGAAACTT 


AAAGCTGAGG 


GAGGKTTTRA 


GGGTGGARKT 


RAGGAAGGGC 


TAGAAGATAG 


180 


CAAATTTCAG 


AGTCATATCA 


GAGAATATGA 


ACTGTCAGTG 


TTTCCAATGT 


TTCTCTTGGC 


240 


TCTGCACAGC 


ACTTCCAAGC 


CCTTTTGCTC 


ACTGTTTTGC 


TTCTGCCACA 


CCTAGGAGAA 


300 


GATTCAGAGC 


TTGCTGAGGC 


AAAAC ATG CGA TAT TTC 


CAA GGG CCT 


TCC CCC 


352 



Met Arg Tyr Fhe Gin Gly Pro Ser Pro 
-40 -35 

TAT TCT GAA ATA GAA ATT GAG CTT TGT GAT CAT CTG TAT TCA TTC CAA 
Tyr Ser Glu lie Glu He Glu Leu Cys Asp His Vai Tvr Ser Phe Gin 
-30 -25 -: 0 

GGT CTA TG? GTT AAC CTT TTG CTA GGA TTT GAA CCT GTT ATT AGT AGG 
Gly Leu Cys Vai Asn Leu Leu Leu Gly Phe Glu Pro Vai lie Ser A-g 
-15 -10 - 5 *"i 

AGC CGR KGC AGT TCA CTT GCT GTT GAG TCT 
Ser Arg Xp.a Ser Ser Leu Ala Vai Glu Ser 
5 10 



(2) INFORMATION FOR SEQ ID NO: 185: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 257 base pairs 
(5) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS: DOUBLE 
(Di TOPOLOGY: LINEAR 

(ii* MOLECULE TYPE: CDNA 

■vi: ORIGINAL SOURCE : 

iAJ ORGANISM: Homo Sapiens 

•0; DEVELOPMENTAL STAGE: Fetal 
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(F) TISSVZ TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 
(3) LOCATION: 48.. 170 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION; score 3.9 

seq LASLECYVPSTNQ/WQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 185: 



ACTGCAGATA CGATCCCCGC TTCAACACCT GGATACACCT GGCCAGS ATG AAN HAG 56 

Met Xaa Xaa 
-40 

AAG CGC ACG CAC TKV VNS STG AGC GTG TTC AAC GGG CTC GTG TAC GCC 104 
Lys Arg Thr His Xaa Xaa Xaa Ser Val Phe Asn Gly Leu Val Tyr Ala 
-35 -30 -25 

GCG GGC GGC CGC AAC GCA GAA GGA AGC CTG GCC TCG CTG GAG TGC TAC 152 

Ala Glv Glv Ara Asn AIp Hlu rz 1 \t Qer t a** c - T ~.. .. ~ 

" ■* - ^ - ■ — -j *■ ixj-v. w> ^ i. -i \jj.u uyi iyi" 

-20 -15 - l0 



•GTG CCC TCC ACC AAT CAG TGG CAG CCG AAG HHN CTG GAG GTG GCG 

Val Pro Ser Thr Asn Gin Trp Gin Pro Lys Xaa Leu Glu Val Ala 

-5 is io 

CGC TGC TGC CAC GCT AGC GCG GTC GCC GAC GGC CGC GTG CTG GTG ACC 
Arg Cys Cys his Ala Ser Ala Val Ala Asp Gly Arg Val Leu Val Thr 
15 20 25 

GGA GGC TTG 
Gly Gly Leu 



200 



248 



257 



(2) INFORMATION FOR SEQ ID NO: 186: 

;i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 377 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS: DOUBLE 
{ D) TOPOLOGY: LINEAR 



(iij MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE : Muscle 



.*!:•:;* FEATURE: 

■A) NAME/ KEY: sig_peptide 
(3) LOCATION: 2 4 9. . 3*62 

IC) IDENTIFICATION METHOD: Von Heijne matrix 
•D) OTHER INFORMATION : score 3.9 

sec LLFFHLLLNDFFT/FY 

SEQUENCE DESCRIPTION: SEQ ID NO: 186: 
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ACATCCAGCT CTGGTAGTTT AGGCTCAATC TTACGGTGTA ATTATACAGA ATAATTAGAG 60 

GCAGCTGTAT CCTTGTTTCT GATTTTAAAA T.CTGRATGTT TCTYCAATTC TTTGTGTACT 120 

CTCCCTTCAT TTGGTACATA TAGAAGTCTT CTTATGTGTT A r TAAAGTCT TCTAAGATAG 130 

TATTCTGGTC ATTGGAGACA CCAAAAATCT ATGGGCACAG TCCTGTTCCT GTTTCTTTTG 24 0 

CCAATAGA ATG TTC CTT AAG GTT CAG TCA CAG ?CC TTT TAC DTC CCT TAC 290 
Met Phe Leu Lys Val Gin Ser Gin Ser Phe Tyr Xaa Pro Tyr 
"35 -30 -25 

AGA GAT TGT TTA AAT TTC CAC AAA AGC ACG TAT TTA CTC TTC TTT CAC 338 
Arg Asp Cys Leu Asn Phe His Lys Ser Thr Tvr Leu Leu Phe Phe His 
-20 -15 * -io 

TTG TTA CTA AAT GAC TTC TTC ACA TTT TAC NTT CZT AAA 37 7 

Leu Leu Leu Asn Asp Phe Phe Thr Phe Tyr Xaa Aid Lys 

-5 1 5 " 



(2) INFORMATION FOR SEQ ID NO: 187: 

■(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 226 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Muscle 

(i:<J FEATURE: 

(A) NAME /KEY : sig_peDtide 
(3) LOCATION: 119." 199 

(C) IDENTIFICATION METHOD: Von He: p.e matrix 

(D) OTHER INFORMATION: score 3.9 

seq WIILIIYTFQCNS/SL, 

(>:i) SEQUENCE DESCRIPTION: SEQ ID NO: 137: 
CAGAATGTTC T7TGCTCCCT CGCTTACATG GCAAAACTCA CAAACCACCT ATACAATCCA 



60 



AAAGAGGGGA AACAGCTCAT CTCATATTAA TTATGGTCCA TTTCBATGAT AGGATATT 118 

ATG CAA CCA TTA AAA ATC ATA TTT TAT CTG AGT GTT AGT ATA TGG ATT 166 

Met Gin Pro Leu Lys lie He Phe Tvr Leu Ser Val Ser He Trp He 

-25 -20 -15 

ATT TTA ATT ATT TAT ACT TTT CAG TGT AAT TCT TCT CTG AGC ATA CTA 214 

lie L~u .lie He Tyr Thr Phe Gin Cys Asn Ser Ser Leu Ser He L*u 

-5 1 c 



■Mu Leu 



226 
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(2) INFORMATION FOR SEQ ID NO: 188: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 192 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

C F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
[3 i LOCATION: 10. .66 

(C) IDENTIFICATION METHOD: Vcn Heijne maurix 
(0) OTHER INFORMATION : scor* 3, c 

Scq R V AAC 7 AAA P LQ A / H G 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 188: 



AAGTGATGG ATG ATG AGA ACG ACA GCG AGA GTC GCT GCG TGI ACT GCT GCA ' 51 
Me-: Met Arg Thr Thr Ala Arg Val Ala Ala Cys Thr Ala Ala 
-15 -io 



GCC CCA TTG CAA GCC CAC GGT GCA GRC ATT CAG CAG GRT CCA GAC AGS 
Ala Pro Leu Gin Ala His Gly Ala Xaa lie Gin Gin Xaa Pro Asp Xaa 
" 5 1 5 10 



9S 



CTC TGS TCT RGA AGG CTC AGC AGA GRR GGR CTT TCT GCA GGG CGR CTG 14 7 
Leu Xaa Ser Xaa Arg Leu Ser Arg Xaa Gly Leu Ser Ala Gly Arg Leu 
15 20 25 

CAC CAR AGC GAA ACA GAA GCT GAA CTG GAR GCC CCG GGT CGC GCG 192 
His Gin Ser Glu Thr Glu Ala Glu Leu Glu Ala Pro Gly Arq Ala 

30 35 40 - 



(2) INFORMATION FOR SEQ ID NO: 139: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 274 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: D0U3LE 

{ 0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
■F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
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ACC CCT 
Thr Pro 
10 



60 



(3) LOCATION: 140.. 241 

{C) IDENTIFICATION METHOD: Von Heijne matrix 
(0) OTHER INFORMATION: score 3.3 

... seq RWASSCLHPSARS/SN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 169: 

AASCCCAASG TCCTGCCGTT GCCCGTACAA CTCGGACTTG CTGTTGCTCG AGCCGCGTCT 

GCACGGGTCT CGGACCGAGC GGAGTCCMAG CCTCGGTCCC GGAGCCCACC TTCGCCTCGC 12 0 

CCTTGCCCAG CCTGCGGTG ATG GAG GCG GCC ACC ACA CTG CAC CCA GGC CCG 172 

Met Glu Ala Ala Thr Thr Leu His Pro Gly Pro 
-30 -25 

CGC CCG GCG CTG CCC CTC GGG GCC CGG GCC CGC TGG GCG AGT TCC TGC 
Arg Pro Ala Leu Pro Leu Gly Ala Arg Ala Arg Trp Ala Ser Ser Cvs 
~ 20 -15 -io 



220 



CTC CAC CCG AGT GCC CGG TCT TCG AAC CCA GCT GGG AAG AGT TCG CGG 268 
Leu His Pro Ser Ala Arg Ser Ser Asn Pro AU n.l w i.v, w Qa .^ A _. 

-5 1 "5 ~~ ■ 



274 



(2) INFORMATION FOR SEQ ID NO: 190: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 196 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) XOLSCULE TYPE: CDNA * ' 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 92.. 178 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.8 

seq LCPVIFFPSNCWK/EY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 190: 

AAGAAAGGAC ATTTT7TTTT TCTTGTACTA ACTAGGCTGG ATTYYCCAAA TTGTTTGAGT 60 

GG-::CL-['GCC CCTCTTAATG CTTCTGTAAG A ATG CAA GG7 GTC AGG GGA CCT 112 

Met Gin Gly Val Arg Gly Pro 
-25 

GT:- 7 ;C T77 7CC 7GG AGC ACA ACC ATG TTG TGT CCT GTT ATA TTC TT7 160 



WO 99/06554 

Val Ser Phe Ser Trp Ser Thr Thr Met 
-20 -15 

CCA TCC AAC TGT TGG AAA GAA TAT AAC 

Pro Ser Asn Cys Trp Lys Glu Tyr Asn 
-5 1 



M5 PCT/IB98/01238 

Leu Cys Pro Val He Phe Phe 
-10 

AGG ACA CAG 196 
Arg Thr Gin 
5 



(2) INFORMATION FOR SEQ ID NO: 191: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 236 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL -STAGE : Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) .NAME /KEY : sig_peptide 

(B) LOCATION: 177.. 230 

(C) IDENTIFICATION METHOD: Von Keijne matrix 
. (D) OTHER INFORMATION: score 3.8 

seq FXLLFXXFXFFRQ/XG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 191: 



ACAAGTCTGT CCTCCCTAGG CTGGCAGCTC TGTCAGCACC CAGGTTGTTA GAATAGTTGT 60 

7AAAACAGGT CATTCTGTTG CCAAGTAATT ACGGGGCCTT GSACTCAGTA ACCTTCCCCA, 120 

CGAAGCAGGC CGTAGTGTGC TTACTGCTCT CCCTTGSCTT TCCATCCCCT ACTTTG ATG 17 9 

Met 

?KG GRR TTT TCT TTC YTT -TTA CTT TTC YTT TAW T7T CYT TTT TTC CGC 227 
Xaa Xaa Phe Ser Phe Xaa Leu Leu Phe Xaa Xaa Phe Xaa Phe Phe Arq 
-15 -10 - 5 

CAG KCT GGG ■ • 236 

Glr: Xaa Gly 



INFORMATION FOR SEQ ID MO: 192: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 451 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



{ii) MOLECULE TYPE: CDNA 
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(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{ H TISSUE TYPE: kidney . - 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
..(B) LOCATION : 359.. 427 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.8 

seq SVRLI FRFSVIMA/5E 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 192: 



ACACTGTGAA ATGCAATTGT GCCTTGAATA AGAAGGTACC TAGAAGCCAA ATTAAAGTAA 60 

TAATGACTTC TTATTGGCTT TGATTTTTCA TTGCAGTATA TGGGAATTGT ACAGCAGGAA 120 

ATCCTTATCA TTAATTTCTG ATGTTTTTTA AAGCACAACT CGAAACATTT CGATCATACA 180 

T&CATsnr&c T^r^n^rrrr, mrrrTrr^n .cTurnTTrua 'r^Tr^r^^^ ~ . ~ 

. -ww«w*.^**w uii^.vi ivjtm i v_ i. un^un i v^. nui i IrtlHIM 4, 4 U 

TGTCATTGAA TTTTAAGAAT ACTCATGTTA ATAATAGTCA TCTATCCTTG CATTTTGAAA 300 

CTGTTCTAAT CTTAGTGAAC TTGAATTGGA TTTCTGGGTA AAAGAATGTG TTTCTTTT 353 

ATG TTG CTT CTG TCC GAA GCC TTG TCA GAA TCT GTC AGA CTC TIG TTT 4 06 
Met Leu Leu Leu Ser Giu Ala Leu Ser Glu Ser Val Arg Leu Leu Phe 
-20 -15 -10 

AGG TTT AGT GTG ATC ATG GCC TCA GAG AAG CAA AGC TTT CAA ATA 4 51 
Arg Phe Ser Val He Met Ala Ser Glu Lys Glr. Scr Phe Gin lie 
-5 1 5 



(2) I N FORMATION FOR SEQ ID NO: 193: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 399 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_oeptide 
{ B) LOCATION: 319.. 369 

<C) IDENTIFICATION METHOD: Vcn Heijne matrix 
(D) OTHER INFORMATION : score 3.8 

seq SLPCTTAFPLLSS/KV 

SEQUENCE DESCRIPTION: SEQ ID NO: . :-3: 
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ATTCTTCTCT GGTTACCTCT ATCTACCCCC GAGTCAACAA GCCCTGCCTG ATTACGCAGC 60 

AGCAGTTTCT CCTGGAGAGT ATATGCCCTT CCCTACCAGA GTGGCTGTGC TCTGTGGACC 120- 

AACGGCATTT GTGCCGTGGC TGGTGTTTCC ACCATTCCAG TGGGTTGGCT GCAGAGTTAT 180 

CCTTTGTGGG TGGGAGAGAG CACCAGGCCT CAGGAATCTC CCTGCTGGTC CCAGCCTCCA 24 0 

TCTCCTCCTC CCCAACCCTG AACCTCTCCC GCAACCTGCA CCTCCCCCGA GAAGCCAGCC 300 

ACAGAGGCAG AG AG CATC ATG GCT CTT ATC AGC CTG CCA TGC ACG ACA GCT 351 
Met Ala Leu He Ser Leu Pro Cys Thr Thr Ala 
-15 -10 

TTC CCT TTA CTG TCC AGC AAG GTT TCC CAG CTT CTC TTG CCC CTC AGC 399 
Phe Pro Leu Leu Ser Ser Lys Val Ser Gin Leu Leu Leu Pro Leu Ser 
"5 1 5 10 



(?) INFORMATION FOR SFO T 0 NO: 194: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 253 base pairs 

(B) TYPE: NUCLEIC ACID' 
.(C) STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 8 3. .193 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

( D) OTHER INFORMATION : score 3.8 

seq RVVAL P LVRATCT / AV 

{:<!) SEQUENCE DESCRIPTION: SEQ ID NO: 194: 



AGTGGAGAGT CGAGCCTGGG GTCGGCGGAG ACWGCTGGTG TCTGAAGCCG CTCGCGCCCA 60 

GGGTGACCCT GTTTGCAGCA CG ATG TCT GAA GAA GAG ~CG GCT CAG ATC CCC 112 

Met Ser'Glu Glu Glu Ma Ala Gin He Pro 
-35 -30 

AG A TCC AGT GTG TGG GAG CAG GAG CAG CAG AAC GTG GTG CAG CGT GTG 160 
Arc Ser Ser Val Trp Glu Gin Asp Gin Gin Asn Val Val Gin Arg Val 
-25 -20 -15 

CTG GCT CTG CCC CTG GTC AGG GCC ACG TGC ACC GCG GTC TGC GAT GTT 203 
Val Ala Leu Pro Leu Val Arg Ala Thr Cys Thr Ala Val Cys Asp Val 
-10 -5 i ' 5 

T^C ATf GCA GCC AAG GAC AGG CAC CCG CTG CTG GGC TCC GCC TGG 25 3 

:yr Se: Ala Ala Lys Asp Arg His Pre Leu Leu Gly Ser Ala Trp 
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(2) INFORMATION FOR SEQ ID NO: 195: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 298 base pairs 

(B) TYPE: NUCLEIC ACID 
<C) STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 8, , 223 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.8 

seq LAELTVDPQGALA/IR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 135: 

AAAAAAG ATG GCG GCG GCG GCG GCA GCT GGT GCG GCC TCC GGG CTG CCG 4 9 

Met Ala Ala Ala Ala Ala Ala Gly Ala Ala Ser Giy Leu Pro 
~ 7 0 -65 ' .- -60 

GGT CCA GTG GCA CAA GGA TTA AAG GAA GCG TTA GTG GAT ACG CTC ACC 97 
Giy Pro Val Ala Gin Gly Leu Lys Glu Ala Leu Val Aso Thr Leu Thr 
-55 -50 * -45 

GGG ATC CTA TCC CCA GTA CAG GAG GTG CGG GCG GCT GCT GAA GAA CAG 14 5 
Gly lie Leu Ser Pro Val Gin Glu Val Arg Ala A'..i Ala Glu du Gin 
"40 -35 -30 

ATT AAG GTG CTG GAG GTG ACG GAG GAA TTT GGT GTT CAC TTG GCA GAA i 93 
lie Lys Val Leu Glu Val Thr Glu Glu Phe Gly Val His Leu Ala Glu 
-25 -20 -is 

3 GCA CTG GCA ATC CGT CAG CTG GCA TCA 241 



CTG 


ACT 


GTA 


GAT 


CCC 


CAG 


Leu 


Thr 


Val 


Asp 


Pro 


Gin 


-2 0 










- 5 


GTC 


ATC 


TTG 


AAA 


CAA 


TAT 


Vai 


He 


Leu 


Lys 
10 


Gin 


Tyr 


AAA 




AGG 








Lys 


Phe 


Arg 









20 



25 



il; IK FORMAT I ON FOR SEQ ID NO: 196: 



289 



293 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 503 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: 114.. 464 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 3.6 

seq XXXYLNFCPVCYC/FS 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 196: 



GTGAATTCGC CAGCGGGAGC GCGCTCGCGG WCCGCGCGTT CTCCGCTTTC CCGGCTCCGT 60 

CGCTGACGCG TCGTAGASTT GGSVWGCGGG AAGGCAACGG CAGCGGGATC GGG ATG 116 

Met 

AAC AGC GGC GGC GGC TTC GGT TTG GGC TTA GGC TTC GGC CTC ACC CCC 164 
Asn Ser Gly Gly Gly Phe Gly Leu Gly Leu Gly Phe Gly Leu Thr Pro 
-115 -110 -105 

ACG TCG GTG ATT CAG GTG ACG AAT CTG TCG TCG GCG GTG ACC AGC GAG 212 
Thr Ser Val lie Gin Val Thr Asn Leu Ser Ser Ala Val Thr Ser Glu 
-100 -95 -90 -85 

CAG ATG CGG ACG CTT TTT TCC TTC CTA GGA GAA ATC GAG GAG CTG CGG 260 
Gin Met Arg Thr Leu Phe Ser Phe Leu Gly Glu lie Glu Glu Leu Arg 
-80 -75 -70 

CTC TAC CCC CCG GAC AAC GCA CCT CTT GCT TTT TCC TC5 DRA GTA TGT 303 
L^iu Tyr Pro Pro Asp Asn Ala Pro Leu Ala Phe Ser Ser Xaa Val Cys 
-65 -50 -55 

TAT GTT AAG TTT CGT GAT CCA TCA AGT GTT GGA GTG GCC CAG CAT CTA 35 5 
Tyr Val Lys Phe Arg Asp Pro Ser Ser Val Gly Val Ala Gin His Leu 
-50 -45 -40 

ACT AAC ACG GTT TTT ATT GAC AGA GST CTG RAT AGT TGT TCC TTG TGC 4 OS 
Tar Asn Thr Val Phe lie Asp Arg Xaa Leu Xaa Ser Cys Ser Leu Cys 
-35 -30 -25 

AGA AGG TTG GTA TCT CGC TTT KTT TGN H3T TAT TTG AAT TTC TGT CCT 452 
Arg Arg Leu Val Ser Arg Phe Xaa Xaa Xaa Tyr Leu Asn Phe Cys Pro 
-20 -15 -10 -5 

GTC TGT TAT TGC TTT AGC TTT CCT AGA GAT TGG CAA GTA GAC- AGT ACT 500 
V&l Cys Tyr Cys Phe Ser Phe Pro Arg Asp Tro Gin Val Aso Ser Thr 

l 5 * ib 



503 
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(2) INFORMATION FOR SEQ ID NO: 197: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: -175 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 47. .85 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

(D) OTHER INFORMATION: score 3.7 

seq MIEMLI FLDCVLS/SK 

(xij SEQUENCE DESCRIPTION: SEQ ID NO: 197 : 



ATTAACAAAG AGCAAGTTTA ACCTGAGTGG TCAACTTTTG CAGCAG ATG ATT GAR 

Met lie Glu 

ATG CTA ATA TTT CTA GAC TGT GTC CTG TC? TCC AAA GAT ACA ATA ACC 
Met Leu He Phe Leu Asp Cys Val Leu Ser Ser Lys Asp Thr He Thr 
-1C -5 i 5 



ATG TTT GTG AAG TTC ATA CCT ATT TTT CCT TTT CCT TTG CAG TTT TAT 151 
Met Phe Val Lys Phe He Pro He Phe Pro Phe Pro Leu Gin Phe Tyr 
10 . 15 20 



TTC CCC TCT TTC CTT CTT TTG GAG 
Leu Pro Ser Phe Leu Leu Leu Glu 
25 ■ 30 



175 



(2) INFORMATION FOR SEQ ID NO: 198: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 291 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

U:<) FEATURE: 
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(A) NAME /KEY : sig_peptide 
(3) LOCATION: 49.. 285 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq VIGSLLVLTMLTC/RR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 193: 



ACATCACAAA AATTAGGTGA CCATGGTTAT GATAATTCTT TGCCTAGT ATG CAT CCA 57 

Met His Pro 

TTT CTA GCT GCC CAC GGA CCT GCA TTT CAC AAA GGC TAG AAG CAT AGC 105 
Phe Leu Ala Ala His Gly Pro Ala Phe His Lys Gly Tyr Lys His Se- 
-75 ' -70 -£5 

ACA ATT AA.C ATT GTG GAT ATT TAT CCA ATG ATG TGC CAC ATC CTG GGA 153 
Thr He Asn lie Val Asp He Tyr Pro Met Met Cys His He Leu Gly 
-60 -55 -50 -45 

TTA AAA CCA CAT CCC AAT AAT GGG ACC TTT GGT CAP ACT AAG TGC TTG 201 
Leu Lvs Pro His Pro Asn Asn niv Thr PKo r.) ^, u , * t>>*. r T ~.. 

■ j ...w - J t.-J ti.t j ^ y ucu 

-40 -35 -30 

TTA GTT GAC CAG TGG TGC ATT AAT CTC CCA GAA GCC ATC GCG ATT GTT 2 4 9 
Leu Val Asp Gin Trp Cys He Asn Leu Pro Glu Ala He Ala He Val 
-25 -20 -15 

ATC GGT TCA CTC TTG GTG TTA ACC ATG CTA ACA TGC CGC CGG 2 SI 

lie Gly Ser Leu Leu Val Leu Thr Met Leu Thr Cys Arg Arg 
-10 -5 i 



(2) INFORMATION FOR SEQ ID NO: 199: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 122 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

{D} TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A} ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 33. .74 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
OJ OTHER INFORMATION: score 3.7 

seq IWPMSASVATLWS/FT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 199: 



ATCT7AG7G? GAC AC ATG AA CCCCTCCCCT TC ATG ATC TGG CCT ATG TCT GCC 

Met He Trp Pro Met Ser Ala 
-10 
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TCT GTA GCT ACT CTC TGG TCC TTT ACC TCT TAC ATA AGC TAG CCA AGC 101 
Ser Val Ala Thr Leu Trp Ser Phe Thr Ser Tyr lie Ser Tyr P**o Ser 
-5 l 5 

AGG TTT TAC TAT GAT GCT TGG 122 
Arg Fhe Tyr Tyr Asp Ala Trp 
10 15 



(2) INFORMATION FOR SEQ ID NO: 200: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 266 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



( v i ) GRIG I N A L S O U ROE : 

(A} ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F} TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 12 . . 104 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.6 

seq LFIYLVFVECLLC/TR 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 200: 



\GGGTAATG G ATG GGA ATT GAT ATT TTC TAT CCT TCA CAC ATC CCA GAC 
Met Gly He Asp He Phe Tyr Pro Ser His lie Pro Asd 
-30 -25 -20 



50 



TTT CAT CCT ATT CAT TTA TTC ATT TAT CTA GTG TTT GTA GAG TGC CTT 
Phe His Pro He His Leu Phe He Tyr Leu Val Phe Val Glu Cys Leu 
-15 -10 -5 



98 



CTG TGT ACC AGG AAC TGR GAW AGK TTG TCC KGA TTC AAC TGT GAT AAC 
Leu Cys Thr Arg Asn Xaa Xaa Xaa Leu Ser Xaa Phe Asn Cys Aso Asn 
15 10 



14( 



GC? CAA ATA ATC TTC ACA ACA GGC TCA TCC TCT AGT GGA GGA AA7 AAA 194 
Ala Gin He He Phe Thr Thr Gly Ser Ser Ser Ser Gly Gly Asn Lys 
!5 20 25 30 

CCA TTT AAA AGT AGT TTA TGT ACA GTA CAT AGA GGC CAA GAA AGG GAA 24 2 
crc Phe Lys Ser Ser Leu Cys Thr Val His Arg G'.y Gin Glu Arg Glu 
35 40 45 



~»A ATA GAG TGC CAA GGG AAT GGG 
He Glu Cys Gin Gly Asn Glv 
5C 



266 
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(2) INFORMATION FOR SEQ ID NO: 201: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 371 base pairs 

{ B ) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3J LOCATION: 24 . .284 

■C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 3.6 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 201: 



AAATAGCTGA TTATGAACGT TTG ATG AAA GAA CTA AAT CAA AAG TTA ACT AAT 53 

Met Lys Glu Leu Asn Gin Lys Leu Thr Asn 
-85 -60 

AAA AAC AAC AAG ATA GAA GAT TTG GAG CAA GAA ATA AAA ATT CAA AAA 101 

Lys Asn Asn Lys lie Glu Asp Leu Glu Gin Glu lie Lys lie Gin Lys 

-75 -70 -65 

CAG AAA CAA GAA ACC CTA CAA GAA GAA ATA ACT TCA TTA CAG TCT TCA 14 9 

Gin Lys Gin Glu Thr Leu Gin Glu Glu lie Thr S-;r Leu Gin Ser Ser 

-60 -55 -r.n 

GTA CAA GAA TAT GAA GAA AAA AAC WCC AAA ATC AAG CAA TTG CTT GTG 197 

Val Gin Glu Tyr" Glu Glu Lys Asn Xaa Lys lie Lys Gin Leu Leu Val 

-45 -40 -35 -30 

AAA ACC AAA AAG GAA CTG GCA GAT TCA AAG CAA GCA GAA ACT GAT CAC 24 5 

Lys Thr Lys Lys Glu Leu Ala Asp Ser Lys Gin Ala Glu Thr Asp His 

-25 -20 -15 

TTA ATA CTT CAA GCA TCT TTA AAA GGT GAG CTG GAG GCA AGC CAG CAG 2 93 

Leu He Leu Gin Ala Ser Leu Lys Gly Glu Leu Glu Ala Ser Gin Gin 

-10 -5 1 

CAA GTA GAA GTC TAT AAA GTA AGG GTT TTA CTT TTT AAG ATT AAA AAA 341 

Gin Val Glu Val Tyr Lys Val Arg Val Leu Leu Fhe Lys He Lys Lys 

5 10 15 

ATG TTT TTT CAT GTA GAA GTG AGG AAC GGG 371 

Met Phe Phe His Val Glu Val Arg Asn Gly 
20 25 



(2! INFORMATION FOR SEQ ID NO: 202: 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 383 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 33.. 371 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.6 

seq RLLLCILIIVCYI/LF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 202: 



ACAGTCCTAC C7T7CCTGAT GCCTACTCTA AT ATG GGA AAC ACT CTA AAG GAG 53 

Met Gly Asn Thr Leu Lys Glu 
-110 

ATG CAG GAT GTT CAG GGA GCC TTG CAG TGT TAT ACG CGT GCC ATC CAA 101 
Met Gin Asp Val Gin Gly Ala Leu Gin Cys Tyr Thr Arg Ala He Gin 
-105 -100 -95 

ATT AAT CCT GCA TTT GCA GAT GCA CAT AGC AAT CTG GCT TCC ATT CAT 14 9 
lie Asn Pro Ala Phe Ala Asp Ala His Ser Asn Leu Ala Ser He His 
~ 50 "85 -80 -75 

AAG GAT TCA GGG AAT ATT CCA GAA GCC ATA GCT TCT TAC CGC ACG GCT 197 
Lys Asp Ser Gly Asn He Pro Glu Ala He Ala Ser Tyr Arg Thr Ala 
* 7 0 -65 -60 

CTG AAA CTT AAG CCT GAT TTT CCT GAT GCT TAT TGT AAC TTG GCT CAT 24 5 
Leu Lys Leu Lys Pro Asp Phe Pro Asp Ala Tyr Cvs Asn Leu Ala His 
-55 -50 -45 

TGC CTG CAG AT? GTC TGT GAT TGG ACA GAC TAT GAT GAG CGA ATG AAG 293 
Cys Leu Gin lie Val Cys Asp Trp Thr Asp Tyr Asp Glu Arg Me*- Lys 
-40 -35 _3o 

AAG TTG GTC AGT ATT GTG GCT GAC CAG TTA GAG AAG AAT AGG TTG CTT 341 
Lys Leu Val Ser lie Val Ala Asp Gin Leu Glu L \ 3 Asn Arg Leu Leu 
-25 -20 -15 

CTG TGC ATC CTC ATC ATA GTA TGC TAT ATC CTC TTT CTC ATG 333 
.Leu Cys lie Leu He He Vai Cys Tyr He Leu Fre Leu Met 
-10 -5 1 



"2) I M FORMAT ION FOR SEQ ID NO: 203: 
:i; SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 217 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

<F) TISSUE TYPE: Dystrophic muscle 

(ix> FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 92.. 208 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 3.6 

seq VAYAI PSI PSLF C/QR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 203: 



ACATGTTGAG TACTTTTTCC TCACCTGTTT TTCCATTCCT GTTAGCCGGA GCAAAAGGGC 60 

CTCCAACTCC TCTTTTAGAG AGAAATGACT A ATG CTC ATA CTA GCA GAT ACC U2 

Met Leu He Leu Ala Asp Thr 
-35 

AGA CGT GTC CAA GGA GGT ACC TTG GGC TTA ATT CCA GCA GTT CTC AAC 160 
Arg Arg Vai Gin Gly Giy Thr Leu Gly Leu He Fro Ala Val Leu Asn 
-30 -25 -20 

AGA GTC CAC GTG GCA TAT GCT ATA CCC AGC ATA CCT AGC CTC TTC TGC 203 
Arg Vai His Val Ala Tyr Ala He Pro Ser He Pro Ser Leu Phe Cys 
-15 -10 -5 

CAG CGC TGG 217 
Gin Arg Trp 
1 



(2) INFORMATION FOR SEQ ID NO: 204: 

(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 450 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

t D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

<ix; FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 343.. 402 

(C) IDENTIFICATION METHOD: Von Heijne mat 

(D) OTHER INFORMATION: score 3.6 
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seq CVFLFPLISNTSS/YK 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 204: 

CACACAATTA ATATTAATGG ATAACTAATT GGAGTAATGA 77ATTAGCTA CTGAATGCTG 60 

ATAATAGAAG TCATATTTAA ATGCTTACTT AGTTACTTAA GTTAGTCAAG GACTCTGAAA 120 

AAAATAAGGT TTAAAGTTAA CAGTGTCATC AGTCATTCCC AGTTATCTTC TTATTTAAGA 180 

ACAAGATGGT AATGCAGTTG CCTTTGTTTA TTTAAATAGA AAAAATTAAA TCAGGATAAA 240 

ATGACCCAAC TACAGTGATG TATTTGGACA CACTACTTCT TATCTTTCAA TATAGACTTT 300 

TATTTCTGGA TTACCATAGA TGGAAATAGT ATTACTGGAC AT ATG TTG GTA GGT 354 

Met Leu Val Glv 
-20 

ATT TAC TTC TGT GTT TTT CTT TTT CCC TTA ATT TCG AAT ACT TCT AGC 402 
lie Tyr Phe Cys Val Phe Leu Phe Pro Leu He Ser Asn Thr Ser Ser 
-15 -10 -5 

TAC AAA AAT TGT CAT AAA ACT TTG CAA CAC ACT ATA CCT CCC CAC GGG 4 50 
Tyr Lys Asn Cys His Lys Thr Leu Gin His Thr He Pro Pro His Gly 
1.5 10 15 



(2) INFORMATION FOR SEQ ID NO: 205: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 201 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME /KEY : sigjep tide 
(3) LOCATION: 1. . 126 

(C) IDENTIFICATION METHOD; Von Heijne matrix 

[D) OTHER INFORMATION: score 3.5 

seq LLLQGACPCLIFL/RF 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 2C5: 



ATG TTT CTC CCT CCC TCT CTG CTG ATC ACA AAG CTG CTG ACC GGG TCA 

Met Phe Leu Ala Pro Ser Leu Leu He Thr Lys Leu Leu Thr Gly Se- 
-40 -35 -30 

GAA ACT CCT GAT GGA AAT CCA CCA GCG CTG GGC AGG CCC CTC CTC CTC 

Glu Ser Pro Asp Gly Asr. Pro Pro Ala Leu Gly Arg Pre Leu L»-i Leu 

-25 -20 -is 
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CAG GGA GCT TGT CCT TGC CTA ATT TTT 
Gin Gly Ala Cys Pro Cys Leu lie Phe 
-10 -5 

AAA GAG GGG GRG GAG GAA AAG AAA AAC 
Lys Glu Gly Xaa Glu Glu Lys Lys Asn 
10 15 

AGC TTA GGG 
Ser Leu Gly 
25 



CTT CGT CCT GAT GAG AAC AAA 14 4 
Leu Arg Pro Asp Glu Asa Lys 
1 5 

CAC AAA CTT CCT TTG AAA ACC 192 
His Lys Leu Pro Leu Lys Thr 
20 

201 



(2) INFORMATION FOR SEQ ID NO: 206: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 306 base pairs 

(B) TYPE: NUCLEIC ACID 
<C) STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

<F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION : 235.. 288 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 3.5 

seq SKSCLFYLQKVSG/rP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 206: 



AAAGGTGGCT TCAGGACCAC CTCCTGAGAG CTTCGTTGTA TTTCATGTAT ATTTCCCCAA 60 

AT AT AT CAG C ATCTGACCCT TGGCTTCTGG GAGAAAGACA GAGGCGGAAC CCTGGCCGCC 120 

C CAG AG AG AG GCAGCTGTGG GGGCAGAGAT GTAACAACCC T7TGAACCTT GACCTTGGAC 180 

GCCAGGCTGT CCGGGAGCTT CTCCCACAAT GGCTGTTTTG GGGATGTGAC CTGG ATG 237 

Met 

GAC CCA TCT GCT AGC AAA TCC TGT CTG TTT TAC CTC CAA AAA GTA TCT 28 5 
Asp Pro Ser Ala Ser Lys Ser Cys Leu Phe Tyr Leu Gin Lys Val Ser 
-15 -10 -5 

GGA ATT CCA GGG CTT CTC ACC 306 
Gly lie Pro Gly Leu Leu Thr 

1 5 



(2) INFORMATION FOR SEQ ID NO: 207: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 251 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
ED) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 54.. 191 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.5 

seq RWLCLQAYLASFS/LE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2C7: 



ACGTGTCCTC AGGATTTTCC TCTTGGGCTG GACAGTTTGC TCCCCTGGAG GGT ATG 56 

Met 

AGC CTG ACT GCT AGT GGG CCA AGA GCT GCC TGG GAG GAA AGG GTG GGG 104 
Ser Leu Thr Ala Ser Gly Pro Arg Ala Ala Trp Glu Glu Arg Val Gly 
-45 -40 -35 " -30 

GGT CTC CAC ACT TGG GGT GCC AAC ATT CCT ACC GCC CCT GAT TCC CAG 152 
Gly Leu His Thr Trp Gly Ala Asn lie Pro Thr Ala Pro Asp Ser Gin 
-25 * -20 -15 

CGG TGG CTC TGT CTT CAG GCG TAC CTG GCA TCC TTC AGT CTT GAG AGC 200 
Arg Trp Leu Cys Leu Gin Ala Tyr Leu Ala Ser Phe Ser Leu Glu Ser 
-10 -5 * 1 

CCC CAC AGA ATC TAC CTK GAA TCT CCT CCC ACG CTC CTT TTC CCC CCG 248 
Pro His Arg He Tyr Leu Glu Ser Pro Pro Thr Leu Leu Phe Pro Pro 
5 10 15 

CCG 251 
Pro 
20 



(2) INFORMATION FOR SEQ ID NO: 208: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 242 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE : kidney 
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. (ix) FEATURE ; 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 117.. 182* 

(C) TDENTI FICATION METHOD: Von Heijne matrix 
(Dj OTHER INFORMATION: score 3.5 

seq AQLASFLLPGATP/VA 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 2G3: 

ACCGCAGAAA ATGCTAGGTG CAAAGTTTGT CGAAAGAAAG L'i GAGGATGA CAAATTGATC 60 

TTGTGTGATG AGTGTAATAA AGCCTTYCCA CCTGTTTTGT CTGAGGCCGG CCCTCT ATG 119 

Mec 

AAG TAC CAG ATG GTG AGT GGC AGT GCC CAG CTT GCC AGC CCG CTA CTG 167 
Lys Tyr Gin Met Val Ser Gly Ser Ala Gin Leu Ala Ser Pro Lea Leu 
"20 -15 -io 

CCA GGC GCA ACT CCC GTG GCA GGA ACT ATA CTG AAG AGT CTG CTT CTG 215 
Pro Gly Ala Thr Pro Val Ala Gly Thr lie Leu Lvs Ser Lau T.pu L -n 
" 5 ' I 5 io 

AGG ACA GTG AAG ATG ATG AGA GTG ATG 
Arg Thr Val Lys Met Met Arg Val Met 
15 20 



242 



(2) INFORMATION FOR SEQ ID NO: 209: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 342 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNE5S: DOUBLE 

(D) TOPOLOGY: LINEAR " 

<ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SO0RCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION : 229.. 333 

(C) IDENTIFICATION METHOD: Voa Heijne matrix 

(D) OTHER INFORMATION: score 3.5 

seq CFWGLMYXWLLLG/SX 

(>:x) SEQUENCE DESCRIPTION: SEQ ID NO: 209: 

\CA7CTGATC GATAATTATG TCACCTGTAC CTGTCGCCAG CTTGTCTTGT TATGACGTTA 60 
3TTTTACTGC TACAAATATC TAGTAGATGG C7GGAAATCT CCAGGCAAAG TGCAGAGGGA 120 
-7GAGCCTGC GAG GAG AG GG SCT3GGCAAA GTGAM3GCCC : 3GGCCGCA3 AGTTCTTATC 130 
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TAAAAAATGG . GAACAGTAGT GTCTTCCTAA AGGCACCATG GACTTAAA ATC AAT GGC 237 

Met Asn Gly 
-35 

ACG TTT CCT GGG ACT TAT GTA TAT TTG GTT GCT TAT GGG GAC TTA CGT 23 5 
Thr Phe Pro Gly Thr Tyr Val Tyr Leu Val Ala Tyr Gly Asp Leu Arg 
-30 -25 -20 

ATA TTT GGT TGC TTT TGG GGA CTT ATG TAT ATK TGG TTG CTT TTG GGG 333 
lie Phe Gly Cys Phe Trp Gly Leu Met Tyr Xaa Trp Leu Leu Leu Gly 
-15 -10 -5 

TCT NAA GGG 34 2 

Ser Xaa Gly 
1 



(2) INFORMATION FOR SEQ ID NO: 210: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 34 0 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3} LOCATION: 131.. 222 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 66 . . 157 
id AA134726 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 216. .282 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9"? 

region 152 . .218 
id AA134726 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(5) LOCATION: 283.. 342 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 220 . .279 
id AA134726 
est 



(ix) FEATURE: 

(A) MAKE /KEY : other 
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(B) LOCATION: 64.. 103 

(C) IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION : . identity 1)0 

region 1 . . 10 
id AA134726 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 98. .130 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 93 

region 34 . . 66 
id AA13472S 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 81. .285 

(C) IDENTIFICATION METHOD: blastn 
'(D) OTHER INFORMATION: identity 97 

— 1 lO C 

id R17226 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 50.. 112 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 12.7 

seq ILFLLSWSGPLQG/QQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 210: 



CACGCTGACT GTACGTTCCT TCTACTCTGG CACCACTCTC CAGGCTGCC ATG GGG CCC 58 

Met Giy Pro 
-20 

AGC ACC CCT CTC CTC ATC TTG TTC CTT TTG TCA TGG TCG GGA CCC CTC 106 
Ser Thr Pro Leu Leu lie Leu Phe Leu Leu Ser Trp Ser Gly Pro Leu 
-15 -10 -5 

CAA GGA CAG CAG CAC CAC CTT GTG GAG TAC ATG GAA CGC CGA CTA GCT 154 
Gin Gly Gin Gin His His Leu Vai Glu Tyr Met Glu Arg Arg Leu Ala 
1 5 10 

GCT TTA GAG GAA CGG CTG GCC CAG TGC CAG GAC CAG AGT AGT CGG CAT 202 
Ala Leu Glu Glu Arg Leu Ala Gin Cys Gin Asp Gin Ser Ser Arg His 
15 20 25 30 

GCT GCT GAG CTG CGG AAC TTC AAG AAC AAG ATG CTG CCA CTG CTG GAG 250 
Ala Ala Glu Leu Arg Asn Phe Lys Asn Lys Met Leu Pro Leu Leu Glu 
35 40 45 

GTG GCA GAG AAG GAG CGG GAG GCA CTC AGA ACT GAG GCC GRC ACC ATC 293 
Vai Ala Glu Lys Glu Arg Glu Ala Leu Arg Thr Giu Ala Xaa Thr lie 
50 55 60 

TCM MVM GGA GTG GAT CGT CTG GAG CGG GAG GTA GAC TAT CTG 3 4 0 

Ser Xaa Giy Vai Asp Arg Leu Glu Arg Glu Vai ksp Tyr Leu 
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65 70 75 



(2) INFORMATION FOR SEQ ID NO: 211: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 321 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 124.. 310 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 46. . 232 
id T39765 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 78.. 123 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 1 . . 4 6 
id T39765 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 76.. 141 

(C) IDENTIFICATION METHOD: Von HeL'ne matrix 

(D) OTHER INFORMATION: score 10.5 

seq LMLLVSSLSPVQG/VL 

Ui) SEQUENCE DESCRIPTION: SEQ TD NO: 211: 



AAAATAGGAG TCTCTGGTAC TGCAAACCCA CAGCCTGGAC TCAGAGCTCA AGTCTGAACT 60 

CTACCTCCAG AC AG A ATG AAG TTC ATC TCG ACA TCT CTG CTT CTC ATG CTG 111 
Met Lys Phe lie Ser Thr Ser Leu Leu Leu Met Leu 
-20 -15 

CTG G?C AGC AGC CTC TCT CCA GTC CAA GGT GTT CTG GAG GTC TAT TAC 159 
Lou Val Ser Ser Leu Ser Pro Val Gin Giy Val Leu Glu Val Tyr Tyr 
-10 -5 1 5 

ACA AGC TTG AGG TGT AG A TGT GTC CAA GAG AGC TCA GTC TTT ATC CCT 207 
Thr Ser Leu Arc; Cys Arg Cys Val Gin Glu Ser Ser Val Phe He Pro 
IC 15 20 
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AGA CGC TTC ATT GAT CGA 
Arg Arg Phe lie Asp Arg 
25 

CCA AGA AAA GAA ATC ATA 
Pro Arg Lys Glu lie lie 
40 

GTG GAC CTC AAG CAT AGG 
Vai Asp Leu Lys His Arg 
55 60 



ATT CAA ATC TTG CCC CGT 
lie Gin lie Leu Pro Arg 
30 

GTC TGG AAG AAG AAC AAC 
Vai Trp Lys Lys Asn Lvs 
4 5 -■ ; 



GGG AAT GGT TGT 255 
Gly Asn Gly Cys 
35 

TCA ATT GTG TGT 303 
Ser lie Vai Cys 



321 



(2) INFORMATION FOR SEQ ID NO: 212: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 426 base pairs 

. (3} TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Fetal 

{F> TISSUE TYPE: kidney 

(ix) FEATURE : 

(A) NAME /KEY : other 
(3) LOCATION: 241 .. 426 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 1 . .136 
id T07474 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 16.. 156 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

(D) OTHER INFORMATION: score 8 

seq VLELLAAVCLVRG/GH 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 212: 



AGTTTACGTG CCATC ATG AAT TAT CAG TAT GGT TTC AAC ATG GTC ATG TCT 51 
Met Asn Tyr Gin Tyr Gly Phe Asn Met Vai Met Ser 
-45 -40 



CAT CCA CAC GCT GTC AAT GAG ATT GCA CTA AGC CTG AAC AAC AAG AAT 

His Pro His Ala Vai Asn Glu lie Ala Leu Ser L-. Asn Asn Lys Asn 

~ 35 -30 - 2S _ 2Q 

CCC AGA AC A AAA GCC CTT GTC TTA GAA CTG TTG GCA GCC GTT TGT ^ TT 

Pro Arg Thr Lys Ala Leu Vai Leu Glu Leu Leu Ala Ala Vai Cys Leu 
~ 15 -10 -5 

GTC AGA GGC GGG CAT GAA ATC ATT TTA TCA GCA TTT GAT AAC TTT AAA 195 



99 



147 
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Val Arg Gly Gly His Glu He lie Leu Ser Ala Phe Asp Asn Phe Lys 
1 5 io 

GAG GTT TGT GGA GAA AAA CAG CGC TTT GAG AAG TTG ATG GAA CAT TTC 24 3 
Glu Val Cys Gly Glu Lys Gin Arg Phe Glu Lys Leu Met Glu His Phe 
15 20 25 

AGG AAT GAA GAC AAT AAC ATA GAT TTT ATG GTG GCT TCT ATG CAG TTT 2 91 
Arg Asn Glu Asp Asn Asn He Asp Phe Met Val Ala Ser Met Gin Phe 
30 35 40 45 

ATT AAT ATT GTA GTC CAT TCA GTA GAA GAT ATG AAT TTC AGA GTT CAC 339 
He Asn He Val Val His Ser Val Glu Asp Met Asn Phe Ara Val His 
50 55 * 60 

CTG CAG TAT GAA TTT ACC AAA TTA GGC CTG GMC GAA TAC TTG GRC AAG 38 7 
Leu Gin Tyr Glu Phe Thr Lys L eu Gly Leu Xaa Glu Tyr Leu Xaa Lys 
65 70 75 

CTG AAA CAC ACT GAG AGT GAC AAG CTT CAA GTC CAG ATC 426 
Leu Lys His Thr Glu Ser Asp Lys Leu Gin Val G;- He 
80 85 90 



(2) INFORMATION FOR SEQ ID NO: 213: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 387 base pairs 

(B) TYPE: NUCLEIC ACID 
(CJ STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D} DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 246.. 387 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 110 

region 1 . ,142 
id HUM75321 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 246. .387 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . .142 
id T08488 
est 

(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 261. .387 
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165 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 127 
id R54273 
. est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 205. .288 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 7.7 

seq LVMCFL5YFGTFA/VE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 213: 

ATTGGTAATT TTCAGCTCAC AAATGATGAA GAAATCCATA ACGTCGGAAC TTCCTTGACC 60 

TTTGGATTTG GCACATTGAC CTGCTGGATC CAGGCTGCGC TGACACTCAA GGTCAACATC 120 

AASAATGAAG GACGGAGAGT TGGAATTCCA CGGGTTATTC TGTCGGCATC TATCACTCTC 180 

TGTGTGGTCC TCTACTTCAT CCTC ATG GCC CAA AGC ATC CAC ATG TAT GCA 231 

Met Ala Gin Ser lie His Met Tyr Ala 
-25 -20 

GCC AGG GTC CAG TGG GGC CTG GTC ATG TGC TTC CTG TCT TAT TTT GGC 27 9 
Ala Arg Val Gin Trp Gly Leu Val Met Cys Phe Lsu Ser Tyr Phe Gly 
-15 -10 -5 

ACC TTT GCC GTG GAG TTC CGG CAT TAC CGC TAT GAG ATT GTT TGC TCT 327 
Thr Phe Ala Val Glu Phe Arg His Tyr Arg Tyr Giu lie Val Cys Ser 
1 5 10 

GAG TAC CAG GAG AAT TTC CTA AGC TTC TCA GAA AGC CTG TCA GAA GCT 37 5 
Glu Tyr Gin Glu Asn Phe Leu Ser Phe Ser Glu Ser Leu Ser Glu Ala 
15 20 25 

TCT GAA TAT CAG 337 
Ser Glu Tyr Gin 
30 



(2) INFORMATION FOR SEQ ID NO: 214: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 339 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A J ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{?) TISSUE TYPE: kidney 



(ix) FEATURE: 

(A) NAME /KEY : otner 
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(B) LOCATION: 124.. 335 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORMATION : . identity 95 

region 1 . .212 
id AA081335 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 212. . 309 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 1 . . 98 
id H88204 
est 



(ix) FEATURE : 

(A) NAME/KEY: other 
(3) LOCATION: 296.. 335 

(C) • IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION: identity 100 

i Cfl 111 

iu H88204 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 284.. 335 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 1 . . 52 
id W31695 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 76.. 138 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.1 

seq LHLFHLLIRPXQG/WX 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 214: 



ACTCTCTGCT GAACTCCCAA AGGGAGTGTG TGTATTTCCT CCCGTTCTTN ATCAGAGCCC 60 

CCAAAATAAG TAGGA ATG GGC AGT GGC TAT TCA CAT TZh CTA CAC CTT TTC 111 
Met Gly Ser Gly Tyr 3er His :.er Leu His Leu Phe 
-20 -15 -10 

CAT TTG CTA ATA AGG CCC TGS CAA GGT TGG RAG GRA ATT GTC CCT GCC 159 
His Leu Leu lie Arg Pro Xaa Gin Gly Trp Xaa Xaa lie Val Pro Ala 
-5 1 5 

TGC TTC TGG AGA AAG AAG ATA TTG ACA CCA TCT ACG GGC ACC ATG GAA 207 
Cys Phe Trp Arg Lys Lys'lle Leu Thr Pro Ser Thr Gly Thr Met Glu 
10 15 20 

CTG CTT CAA GTG ACC ATT CTT TTT CTT CTG CCC AGT ATT TGC AGC AGT 255 
Leu Leu Gin Val Thr lie Leu Phe Leu Leu Pro ^er lie Cys Ser Ser 
25 30 25 
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AAC AGC ACA GGT GTT TTA GAG GCA GCT AAT AAT T :.\ CTT GTT GTT ACT 
Asn Ser Thr Gly Val Leu Glu Ala Ala Asn Asa Sev Leu Val Val Thr 
40 45 50 55 



303 



ACA ACA AAA CCA TCT ATA ACA ACA CCA AAC ACG TGG 
Thr Thr Lys Pro Ser lie Thr Thr Pro Asn Thr Tro 
60 -65 



339 



(2) INFORMATION FOR SEQ ID NO: 215: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 363 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi! ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
<F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 209., 324 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . .116 
id AA081350 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 277, .324 

(C) IDENTIFICATION METHOD: blastn 
(DJ OTHER INFORMATION: identity 97 

region 3 . . 50 
id AA046671 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 157.. 204 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(D; OTHER INFORMATION : score 6.7 

seq CFSLVL1LTSIWT/TR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 215: 



AGGGAAATCC GGATGTCTCG GTTATGAAGT GGAGCAGTGA G uiTGAGCCT CAACATAG7? 60 

CCAGAACTCT CCATCCGGAC TAGTTATTGA GCATCTGCCT CTCATATCAC CAGTGGCCAT 120 

CTGAGGTGTT TCCCTGGCTC TGAAGGGGTA GGCACG ATG GCC AGG TGC TTC AGC 17 4 

Met Ala Arg Cys ?he Ser 
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CTG GTG TTG CTT CTC ACT TCC ATC TGG ACC ACG AGG CTC CTG GTC CAA 222 
Leu Val Leu Leu Leu Thr Ser lie Trp Thr Thr Arg Leu Leu Val Gin 
-iO "5 .1-5 

GGC TCT TTG CGT GCA GAA GAG CTT TCC ATC CAG GTG TCA TGC AGA ATT 27 0 
Gly Ser Leu Arg Ala Glu Glu Leu Ser He Gin Val Ser Cys Arg He 
10 15 20 

ATG GNN RTC ACC CTT GTG AGC AAA AAG GCG AAC CAG CAG CTG AAT TTC 316 
Met Xaa Xaa Thr Leu Val Ser Lys Lys Ala Asn Gin Gin Leu Asn Phe 
25 30 35 

ACA GAA NNV NAA GGA GGC CWW WAR GCT GCT GGG AC? AAG TTT GGC 363 
Thr Glu Xaa Xaa Gly Gly Xaa Xaa Ala Ala Gly Thr Lys Phe Gly 
40 45 yj 



(2) INFORMATION FOR SEQ ID NO: 216: 

(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 290 base pairs 
(B) TYPE: NUCLEIC ACID 
iC) STRANDEDNE3S: DOUBLE 
(0) TOPOLOGY: LINEAR 

(ii> MOLECULE TYPE: CDNA 

(vi) .ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 20. .194 

(C) IDENTIFICATION. METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 14-1 . . 318 
id AA04 59J0 
est 

(i:<) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 194.. 257 

(C) IDENTIFICATION METHOD: blastn 
fD) OTHER INFORMATION: identity 100 

region 319 . . 382 
id AA045920 
est 

(ix) FEATURE: 

(A) NAME /KEY : o"her 
(3) LOCATION: 20.. 226 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 15 3.. 359 
id N25870 
est 



ix.) FEATURE: 

(A) NAME /KEY : other 



WO 99/06554 



169 



PCT/IB98/01238 



(B) LOCATION: 220.. 262 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION': . identity 95 

region 355 . . 397 
id N25870 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(8) LOCATION: 20.. 176 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 143 . .299 
id H99323 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 212.. 267 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 335 390 

id^H99323 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 67.. 262 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 1 . .196 
id AA150O24 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_?eptide 
<B) LOCATION: 171.. 269 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6.7 

seq MTCLSVLFGYATS/H? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 216: 



AATCTTGTCA GAAGTCGTCG AAAATATTTA CACCAGCAGC TCCAGTTCAT ACCAATAAAG 60 

AAGATCCTGC TACCCAAACT AATTTGGGRW TTATCCAWGC ATTTGKCCCT GCCATATCAG 120 

TTATTAWTGK ATCYGAATTG GGTGATAAGA CATTTTTTAT AGCAGCCATC ATG GCA 17 6 

Met Ala 

ATG CGC TAT AAC CGC CTG ACC GTG CTG GCT GGT G:a ATG CTT GCC TTG 224 
Met Arc Tyr Asn Arg Leu Thr Val Leu Ala Gly AH Met Leu Ala Leu 
-30 ' -25 -20 

GGA CTA ATG AC A TGC TTG TCA GTT TTG TTT GGC TAT GCC ACC ACT CAT 272 
Gly Leu Met Thr Cys Leu Ser Val Leu Phe Gly Tvr Ala Thr Ser His 
-15 -10 -5 * : 

CCC CAG GGK CTA TAC ATA 290 
Pro ZLn Gly Leu Tyr lie 
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(2) INFORMATION FOR SEQ ID NO: 217: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 369 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 

/ni i.or,R!PTnM, tiq tta 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 31 . . 82 
id R51759 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(BJ LOCATION: 288.. 318 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 1 . . 31 
id RS17S9 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 211.. 288 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6.3 

seq RQLLL"; ( PPFSFP/A? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 217: 



AGTCAATT.CT AGGAGCCATC AAGCATGAAA GTGGTTCTGT CTCCTGAGCG CAA5CTCGCC 60 

GGACCCCTGG GCGAAGGCCT GGACTTGCAG ATGTGTGTTC CCTGTGCGGG TGG.-.CAGAGG 120 

GGGCCCTTAT GACCCACATT GCAGCCCCAT TCCACCACCC CTTCCTCCCC AGAGCAG7CT 180 

CTGCCGAGGG ACAGCACCTG TGTCCCTTCG ATG CCA CAA CAG CCA GTT GAA CAG 2 34 

Met Pro Gin Gin Pro Val GIu Gin 
-25 -20 

GGG AGC CCT TTG CTC AGG CAG CTT CTC CTG CCT CTC CCT CCT TTC TCC 2 82 
Gly Ser Pro Leu Leu Arg Gin Leu Leu Leu Pro Leu Pro Pro Phe Ser 
-15 -10 -5 
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TTC CCT GCC CCA TCC CCG TGC CCT TCT TGG CCT GTG GCG CTG GGG AGC 330 

Phe Pro Ala Pro Ser Pro Cys Pro Ser Trp Pro Val Ala Leu Gly Ser 
1 5 . 10 

CAT GGT GTG GCA TAC TGG. GGC TCC TGC TCC TTG GGS CAC 369 

His Gly Val Ala Tyr Trp Gly Ser Cys Ser Leu Gly His 
15 20 25 



(2) INFORMATION FOR SEQ ID NO: 218: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 390 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

iii) MOLECULE TYPE; CDNA 

(vi) ORIGINAL SOURCE: 

/ n \ ODrs.M.TCu. o ; 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 117.. 390 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .274 
id C16636 
est 

{ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 121. .360 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.2 

seq RASLLPMLLGSWA/FL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 218: 



AAAAAAGAGC TGGTTCCCTG GCAGGCTGGA GGGCAGGAGC TG3GGCCACG CTGGTCTGGG 60 

ATAGTTGGGC AGGGAGGCTG TCTACCTGGT CTTCCAGAAT GGACGGCCCT GTGGCAGAGC 120 

ATG CCA AGC AGG AGC CCT TTC ACG TGG TCA CAC CTC TGT TGG AGA GCT 168 
Met Pro Ser Arg Ser Pro Phe Thr Trp Ser His Lea Cys Trp Arg Ala 
-80 -75 -70 -65 

GGG CGC TGT CCC AGG TGG CGG GCA TGC CTG TCT TCC TCA AGT GTG AGA 216 
Gly Arg Cys Pro Arg Trp Arg Ala Cys Leu Ser Ser Ser Ser Val Arg 
-60 -55 -50 

ATG TGC AGC CCA GCG GCT CCT TCA AGA TTC GGG C-JA TTG GGC ATN TCT 2 64 
Met Cys Ser Pro Ala Ala Pro Ser Arg Phe Gly Ala Leu Gly Xaa Ser 
-45 -40 -35 

GCC AGG AGA TGG CCA AGA AGG GAT GCA GAC ACC TGG TGT GCT CCT CAG 312 
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Ala Arg Arg Trp Pro 
-30 

GGG GTA ATG CGG GCA 
Gly Val Met Arg Ala 
-15 

TTC CTG CCA CCA TCG 
Phe Leu Pro Pro Ser 
1 5 



Arg Arg Asp Ala Asp Thr 
-25 

TCG CTG CTG CCT ATG CTG 
Ser Leu Leu Pro Met Leu 
-10 

TGC TCC CCG AGA GCA 
Cys Ser Pro Arg Ala 
10 



Trp Cys Ala Pro Gin 
-20 

CTA GGA AGC TGG GCA 360 
Leu Gly Ser Trp Ala 
-5 

. 390 



(2) INFORMATION FOR SEQ ID NO: 219: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 449 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

{ii} MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 86.. 409 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 50 . . 373 
id AA147010 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 132.. 450 

{C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 91 

region 156 . .4 74 
id AA14258J 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 222. .450 

(C) IDENTIFICATION METHOD: blastn 
(DJ OTHER INFORMATION: identity 99 

region 1 . . 229 
id AA043641 
est 

(ix) FEATURE: 

(A) NAME/KEY: ether 

(B) LOCATION: 101.. 304 

(C) IDENTIFICATION METHOD: blastn 

( D > OTHER INFORMATION: identity S3 

region 72 . .275 
id T18932 
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est 

(ix) FEATURE: 

(A} NAME/KEY: other 
(3) LOCATION: 132.. 243 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 146. .257 
id AA123074 
est 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: 165.. 284 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{D} OTHER INFORMATION: score 6 

seq LTYGIILTHGASG/PM 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 219: 



GAGTGACGGC GGTTGGGTGC CCGCGGCCAC TTTTGCCTTC C7 3GGGAGAT GTCCTTTGCT 120 

TCTCAGATGT AAAKGCACTT TAAGTTTGKW ATTCAACAGT GAAA ATG AGT CAT ACA 17 6 

Met .Ser His Thr 
-40 

GAG GTT AAA TTA AAA ATA CCT TTT GGA AAT AAA TTA CTA GAT GCT GTT 224 
Glu Val Lys Leu Lys lie Pro Phe Gly Asn Lys Leu Leu Asp Ala Val 
-35 -30 -25 

TGT TTG GTA CCT AAC AAG AGC TTA ACA TAT GGA ATA ATT CTT ACA CAT 27 2 
Cys Leu Val Pro Asn Lys Ser Leu Thr Tyr Giy lie He Leu Thr His 
-20 -15 -10 -5 

GGA GCA TCA GGA GAT ATG AAT CTT CCT CAT TTG . ATG TCA CTG GCA TCC 320 
Giy Ala Ser Gly Asp Met Asn Leu Pro His Leu Met Ser Leu Ala Ser 
1 5 10 

CAT CTT GCA TCT CAT CGG TTT TTC TGC CTG AGA TTT ACC TGT AAA GGC 368 
His Leu Ala Ser His Gly Phe Phe Cys Leu Arg Phe Thr Cys Lys Gly 
15 20 25 

CTT AAT ATT GTA CAT AGA ATT AAG GCG TAT AAA TCA GTT TTG AAT TAC 416 
Leu Asn He Val His Arg He Lys Ala Tyr Lys Ser Val Leu Asn Tyr 
30 35 ]j 

CTG AAG ACA TCA GGM RAA TAC AAA CTT GCA GGT 449 
Leu Lys Thr Ser Gly Xaa Tyr Lys Leu Ala Gly 
45 ' 50 55 



[2) INFORMATION FOR SSQ ID NO: 220: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 253 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRAMDEDMESS : DOUBLE 
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(D) TOPOLOGY: LINEAR 

MOLECULE TYPE: CDNA 

ORIGINAL SOURCE: 
(A) ORGANISM: Homo Sapiens 
<D) DEVELOPMENTAL STAGE : Fetal 
(F) TISSUE TYPE: kidney 

FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 75.. 254 
(Ci IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity V 

region 1 . . 180 
id T31666 
est 

FEATURE: 
(A) NAME/KEY: other 
<B) LOCATION: 73.. 126 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 88 . , 141 
id R58665 
est 

FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 23.. 77 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 39. . 93 
id R58665 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 157.. 231 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 63 . . 137 
id R14990 
est 

fix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 95.. 144 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 1 . . 50 
id R14990 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 135 . .254 

(Ci IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 99 

region 1 . . 120 
id T26956 
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est 

(ix) FEATURE: 

{A} NAME /KEY : sig_pept'ide 

(B) LOCATION: 31.. 150 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6 

seq LCXEFXSVASCDA/AV 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: .220: 



AAAAAGGGGC GGTGCAGAGG CGGCAGGAAG ATG GAG TTG GGG AGT TGC .CTG GAG 54 

Met Glu Leu Gly Ser Cys Leu Glu 
-40 -35 

GGC GGG AGG GAG GCG GCG GAG GAA GAG GGC GAG CCT GAG GTG AAA AAG 102 
Gly Gly Arg Glu Ala Ala Glu Glu Glu Gly Glu Pro Glu Val Lys Lys 
-30 -25 -20 



CGG CGA CTT CTG TGT STR GAG TTT RCC TCG GTC GCA AGC TGC GAT GCC 150 
-15 -10 -5 



GCA GTG GCT CAG TGC TTC CTG GCC GAK AAC GAC TCG GAG ATG GAA AGG 198 
Ala Val Ala Gin Cys Phe Leu Ala Xaa Asn As? Tro Glu Met Glu Arg 
1 5 10 15 

GCT CTG AAC TCC TAC TTC GAG CCT CCG GTG GAG GAG AGC GCC TTG GAA 24 6 
Ala Leu Asn Ser Tyr Phe Glu Pro Pro Val Glu Glu Ser Ala Leu Glu 
20 25 30 

CGC CGA CCA DGG 258 
Arg Arg Pro Xaa 
35 



(2) INFORMATION FOR SEQ ID NO: 221: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 318 base pairs 
(BJ TYPE : NUCLEIC ACID 
{CI STRANDEDNESS: DOUBLE 
(D; TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

<F) TISSUE TYPE: kidney 



(ix) FEATURE: 

(Ai NAME/KEY: other 

(B) LOCATION: 133,. 317 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 52 . . 231 
id AA09S777 
est 
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(ix) FEATURE : 

(A) NAME/KEY : other 

(B) LOCATION: 35.. 135 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity -! 

region 1 . . 5 1 
id AA099777 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 138.. 222 

(C) ' IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 83 . . 167 
id HSB16C031 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity.. 94 

region 27 . . 82 
id HSB16C031 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 145.. 314 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 4 3 . . 212 
id AA068028 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 143.. 255 

(C) IDENTIFICATION METHOD: Von He line matrix 

(D) OTHER INFORMATION: score 5.8 

seq AFVSGLLIGQCSS/QK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 221: 



AGGCAGTGAA TTGAGACCGG AGGGAATCTG GCCCCTAGAG GCTGGTACTT GGGCCCGAAA 60 

CCCCCATCTC CGGCG GAG AG ACCGTCCGAG GTAATTGTCT GCCACGAGTG CACATTCTGA 120 

AAACAGGRGR WTTTAAGKTT CCTAAAA ATG GGA AGA ACC TAC ATT GTA GAA GAG 17 4 

Met Giy Arg Thr Tyr He Val Glu Giu 
-35 -30 

ACT GTT GGC CAG TAT CTT TCA AAC ATA AAT CTC CAA GGA AAG GOT TTT 2 22 
T'r-.r Val Giy Gin Tyr Leu Ser Asn He Asn Leu Gin Giy Lys Ala Phe 
-25 -20 -15 

TTC TCT GGC CT7 T7A ATA GGA CAG TGT TCG TCA CAA AAG GAT TAT GTG 27 0 
Val Ser Giy L*\: L*'i lie Giy Gin Cys Ser Ser G.n Lys Asp Tyr Val 
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-10 -5 1 5 

ATT CTT GCC ACT AGA ACG CCA CCC AAA GAG GAG CAA AGT GAG AAC TTG 313 

lie Leu Ala Thr Arg Thr Pro Pro Lys Glu Glu Gin Ser Glu Asn Leu 
10 15 20 



(2) INFORMATION FOR SEQ ID NO: 222: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 474 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 227. .433 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 207 
id R16604 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 432.. 474 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 207 . .249 

id R16604 

es: 



(ix) FEATURE: 

(A) NAME /KEY : other . 

(3) LOCATION: 227.. 440 

(C) IDENTIFICATION METHOD: blastn 

(C) OTHER INFORMATION : identity 50 

region 1 . .214 
id N99558 
est 



(ix) FEATURE: 

{.-.) NAME /KEY : sig_peptide 
(3) LOCATION: 109.. 171 

(C> IDENTIFICATION METHOD: Von Heijne matrix 
[D) OTHER INFORMATION: score 5.€ 

seq CLSCLLIPLALWS/II 

•:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 222: 



AGTATTTCAC AC7GAGATTG TCGGCTGCGG G TAT ATT CCA AT7CCCCGTC TCCTCATGAA 60 
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TATGAAGTGA AGGGCTCTGA CCCTGGAAGT GGTTCTAAGC AG3GCAAA ATG GGG TCT 117 

Met Gly Ser 
-20 

CGG AAG TGT GGA GGC TGC CTA AGT TGT TTG CTG ATT CCG CTT GCA CTT 165 
Arg Lys Cys Gly Giy Cys Leu Ser Cys Leu Leu lie Pro Leu Ala Leu 
-15 -10 - 5 

TGG AGT ATA ATC GTG AAC ATA TTA TTG TAT TTC CC3 AAT GGG CAA ACT 213 
Trp Ser lie He Val Asn He Leu Leu Tyr Phe Pro Asn Gly Gin Thr 
1 5 io 

TCC TAT GCA TCC AGC AAT AAA CTC ACC AAC TAC GTG TGG TAT TTT GAA 2 61 
Ser Tyr Ala Ser Ser Asn Lys Leu Thr Asn Tyr Val Trp Tyr Phe Glu 
15 20 25 30 

GGA ATC TGT TTC TCA GGC ATC ATG ATG CTT ATA GTA ACA ACA GTT CTT 30 9 
Gly He Cys Phe Ser Gly lie' Met Met Leu lie Val Thr Thr Val Leu 
35 40 45 

CTG GTA CTG GAG AAT AAT. AAC AAC TAT AAA TGT TGC CAG AGT GAA AAC 35 7 
Leu Val Leu Glu Asn Asn Asn Asn Tyr Lys Cys Cys Gin Ser Glu Asn 
50 55 60 

TGC AGC AAA AAA TAT GTG ACA CTG CTG TCA ATT ATC TTT TCT TCC CTC 4 05 
Cys Ser Lys Lys Tyr Val Thr Leu Leu Ser He lie Phe Ser Ser Leu 
65 70 75 



GGA ATT GCT TTT TCT GGA TAC TGC CTG GTC ATC TCT GCC TTG GGT CTT 4 53 
Gly lie Ala Phe Ser Gly Tyr Cys Leu Val He Ser Ala Leu Gly Leu 
80 85 93 



GTC CAA GGG CCA TAT TGC CGC 474 
Val Gin Gly Pro Tyr Cys Arg 
95 100 



(2) INFORMATION FOR SEQ ID NO: 223: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 459 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

■?} TISSUE TYPE: kidney 

iix) FEATURE: 

lA) NAME /KEY : other 

(3) LOCATION: 128. . 341 

[Z) IDENTIFICATION METHOD: blastn 

(0! OTHER INFORMATION : identity 93 

region I . .214 
id N99558 
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(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 399.. 459 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 

region 278 . . 338 

id N99558 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 359.. 407 

(C) IDENTIFICATION METHOD: blastn 
<D) OTHER INFORMATION: identity 93 

region 237 . .235 

id N99558 

est 

(ix) FEATURE: 

(A) NAME/KEY: other - 
(3) LOCATION: 128. .334 
(CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 207 
id R16604 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 333.. 386 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 207 . . 260 

id R16604 

est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 10.. 72 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.6 

seq CLSCLLIPLALWS/II 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 223: 



AAGGGCAAA ATG GGG TCT CGG AAG TGT GGA GGC TGC CTA AGT TGT TTG CTG 51 
Met Gly Ser Arg Lys Cys Gly Giy Cys Leu Ser Cys Leu Leu 
-20 -15 -10 

ATT CCG CTT GCA CTT TGG AGT ATA ATC GTG AAC ATA TTA TTG TAT TTC 5 9 

lie Pro Leu Ala Leu Trp Ser He He Val Asn He Leu Leu Tyr Phe 
-5 1 5 

CCG AA7 GGG CAA ACT 7CC TAT GCA TCC AGC AAT AAA CTC ACC AAC TAC 14 7 
Pro Asn Gly Gin Thr Ser Tyr Ala Ser Ser Asn Lys Leu Thr Asn Tyr 
10 15 20 25 

GTG TGG TAT 77 T GAA GGA ATC TGT TTC TCA GGC ATC ATG ATG CTT ATA 195 
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Val Trp Tyr Phe Glu Gly He Cys Phe Ser Gly I IV* Met Met Leu He 

30 35 < 0 

GTA ACA ACA GTT CTT CTG GTA CTG GAG AAT AAT AAC AAC TAT AAA TGT 

Val Thr Thr Val Leu Leu Val Leu Glu Asn Asn Asn Asn Tyr Lys Cys 

45 50 55 

TGC CAG AGT GAA AAC TGC AGC AAA AAA TAT GTG' ACA CTG CTG TCA ATT 

Cys Gin Ser Glu Asn Cys Ser Lys Lys Tyr Val Thr Leu Leu Ser He 
60 65 70 



243 



■291 



ATC TTT TCT-TCC CTC GGA ATT GCT TTT TCT GGA TAC TGC CTG GTC ATC 
lie Phe Ser Ser Leu Gly He Ala Phe Ser Gly Tvr Cys Leu Val He 
75 80 35 



339 



TCT GCC TTG GGT CTT GTC CAA GGG CCA TAT TGC CGC ACC CTT GAT GGC 
Ser Ala Leu Gly Leu Val Gin Gly Pro Tyr Cys Arg Thr Leu Asp Gly 
90 95 100 105 



387 



TGG GAG TAT GCT TTT GAA GGC ACT RCT GGA CGT TTC CTT ACA GAT TCT 
Trp Giu Tyr Ala Phe Glu Gly Thr Xaa Gly Arg Phe Leu Thr Asp Ser 
HO H5 i?n 



435 



AGC ATA TGG ATT CAG TGC CTG GAA 
Ser He Trp He Gin Cys Leu Glu 
125 



459 



(2) INFORMATION FOR SEQ ID NO: 224: 

(i) SEQUENCE CHARACTERISTICS': 

(A) LENGTH: 453 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 61.. 399 

(C) IDENTIFICATION METHOD: blastn 

<D) OTHER INFORMATION: identity 9R 

region 6 . .344 
id H09880 
est 

(ix) FEATURE : 

(A) NAME /KEY : other 

{3} LOCATION: ^03. .4 54 

{C; IDENTIFICATION METHOD : blastn 

•:D; OTHER INFORMATION: identity bi 

region 355 . .40: 
id H09380 
est 
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(ix) FEATURE: 

{A) NAME /KEY : other 

(B) LOCATION; 60. .399 . 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9"? 

region 56 . . 395 
id H29351 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 393.. 432 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity • 

region 391 . . 43C 

id H29351 

est 

(ix} FEATURE: 

(A) NAME /KEY : othor 

(B) LOCATION: 65.. 369 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 41. .345 
id H94779 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 118. .455 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . . 338 
id N27248 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 122.. 399 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 93 

region 1 . .278 
id T74091 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(5) LOCATION: 393.. 434 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 05 

region 273 . .314 
id T74091 
est 



(ix) FEATURE: 

;a: NAME/KEY: sig_peptide 
[3) LOCATION: 346.. 403 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ 0} OTHER INFORMATION: score 5.5 

seq S F L ? S A L V I W T S A / A 7 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 224: 

ACTCCTTTTA GCATAGGGGC TTCGGCGCCA GCGGCCAGCG C :*AGTCGG?C TGGTAAGTGC 60 

CTGATGCCGA GTTCCGTCTC TCGCGTCTTT TCCTGGTCCC AGGCAAAGCG GASGNAGATC 120 

CTCAAACGGC CTAGTGCTTC GCGCTTCCGG AGAAAATCAG CGGTCTAATT AATTCCTCTG 180 

GTTTGTTGAA GCAGTTACCA AGAATCTTCA ACCCTTTCCC ACAAAAGCTA ATTGAGTACA 24 0 

CGTTCCTGTT GAGTACACGT TCCTGTTGAT TTACAAAAGG TGCAGGTATG AGCAGGTCTG 300 

AAGACTAACA TTTTGTGAAG TTGTAAAACA GAAAACCTGT TAGAA ATG TGG TGG TTT 357 

Met Trp Trp Phe 
-20 

CAG CAA GGC CTC AGT TTC CTT CCT TCA GCC CTT GTA ATT TGG ACA TCT 4 05 
Gin Gin Gly Leu Ser Phe Leu Pro Ser Ala Leu Val lie Trp Thr Ger 
-15 -10- - -5 

GCT GCT TTC ATA TTT TCA TAC ATT ACT GCA GTA ACA CTC CAC CAT ATA 4 53 
Ala Ala Phe He Phe Ser Tyr He Thr Ala Val Thr Leu His His He 
1 5 10 15 



(2) INFORMATION -TOR SEQ ID NO: 225: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 282 base pairs 
(5) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) "ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 11.. 277 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 29 . .295 
id AA041777 
est 

(i;<) FEATURE: 

(A) NAME/KEY : ozher 

(3) LOCATION: 55.. 277 

(C) IDENTIFICATION METHOD; blastn 

{ 0) OTHER INFORMATION: identity ?9 

region 1 . .222 
id H5C1QB111 
est 
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(ix) FEATURE: 

(A) NAME/KEY; other 

(B) LOCATION: 135.. 281 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 56. .202 
id H10736 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 81.. 133 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

■ ' region 1 . . 53 

id H10738 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3} LOCATION: 75-. 277 

(C) IDENTIFICATION METHOD: blastn 

iUJ OTHER INFORMATION: identity 97 

region 6. . 208 

id HSC2KE111 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 39.. 263 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 2 . . 176 
id W24931 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_pepride 

(B) LOCATION: 106.. 226 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.4 

seq PLIFSLWCSGVLL/HI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 22a: 

AAGAGTGCGC GGRSATTGGG GCTTTCCAGC TCTCACAGAA CCTTCAGCAT CCCCAGCTGC 60 

CGGTCTTGGC ATCTTCGAAG TAAGGAGAGT TTTAGATGCT TCTGG ATG TTC AAT GCT 117 

Met Phe Asn Ala 
-40 



165 



AGO ACC TTT AC A GAC TGG AGC AGC TCG ATT TTC TTC GTA TTT ACT TTC 

. Ser Thr Phe Thr Asp Trp Ser Ser Ser lie Phe Phe Val Phe Th- *he 
~ 35 "30 -25 

AAG AGC AAG AAA AGT GCT GGG CTC CCA CTT ATT TTC TCC CTG TGG TGT 2^3 

Lys Ser Lys Lys Ser Ala Gly Leu Pro Leu lie Phe Ser Leu Tro Cvs 

"20 -15 _ 1Q 

TCC GGA GTT CTG CTC CAT ATC CAC CAG AAA GCT GGC GGC CCA CGG CTT 2 61 
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Ser Gly Val Leu Leu His lie His Gin Lys Ala Giy Gly P-o Arg Leu 
" 5 1 5 10 

TGG CGC ATC CAT GGC GAG CAG 

Trp Arg lie His Sly Glu Gin 
15 



(2) INFORMATION FOR SEQ ID NO: 226: 

(ij SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 332 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOU3LE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{i-j TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 155 . . 334 

(C) IDENTIFICATION METHOD : fasta 

(D) OTHER INFORMATION: identity 96.3 

region 1. . 181 
id HSU90144 
vrt 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 218.. 328 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION; identity 100 

region 90. .200 
id T70246 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 128. .216 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 89 
id T70246 
est 

(ix) FEATURE: 

■A} NAME/KEY; other 

(3) LOCATION: 170. . 323 

[CI IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 

region 50 20S 
id T70127 
est 

ii:'-) FEATURE; 
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(A) NAME /KEY: other 

(B) LOCATION: 219. .323 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: Identity ICO 

region 62 . .171 
id AA114263 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 159.. 218 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9c 

region 1 . . 60 
id AA1142G3 
est 

(ix) FEATURE: 

(A) NAME/KEY: sigjpeptide 

(B) LOCATION: 222. .308 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: scorn 13,4 

seq SLLLVQLLTPCSA/QF 



(xi) 


SEQUENCE DESCRIPTION: 


SEQ ID NO: 


225: 




GACTCTTACT 


GTTTCTCATG 


GTGAGAAGAC 


AATATTTGCT 


TTCTCTTTTT CCTTTCTTCC 


60 


GGATGAGAGG 


NTAAGCCATA 


ATAGAAAGAA 


TGGAGAATTA 


TTGATTGACC GTCTTTATTC 


120 


TGTGGGCTCT 


GATTCTCCAA 


TGGGAATACC* 


AAGGGATGGT 


TTTCCATACT GGAACCCWWA 


180 


GGTAAAGACA 


CTCAAGGACA 


GACATTTTTG 


GCAGAGCATA 


G ATG AAA ATG GCA AGT 
Met Lys Met Ala Ser 


236 



-25 

TCC CTG GCT TTC CTT CTG CTC AAC TTT CAT GTC TCC' CTC CTC TTG GTC 2 8 4 
Ser Leu Ala Phe Leu Leu Leu Asn Phe His Val 5---r Leu Leu Leu Val 
-20 -15 -10 

CAG CTG CTC ACT CCT TGC TCA GCT CAG TTT TCT GTS CTT GGA CCT CTG 332 
Gin Leu Leu Tar Pro Cys Ser Ala Gin Phe Ser Val Leu Glv Pro Leu 
"5 1 5 * 



(2) INFORMATION FOR SEQ ID NO: 227: 

ii) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 414 base pairs 
(BJ TYPE: NUCLEIC ACID 
(C; STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 
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(ix) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 182.. 4 11 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 99 

region 1 . . 230 
id C15003 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3} LOCATION: 182.. 411 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1. . 230 
id HUM407E11B 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 182.. 369 
(C) IDENTIFICATION METHOD: blastn 
{ D) OTHER INFORMATION: identity ICO 

region 1 . . 188 
id C15677 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 212.. 369 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 26. . 183 
id HUM169E033 
est 

(ix) FEATURE: 

• (A) NAME /KEY: sig_peptide 
(3) * LOCATION: 274 . . 399 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.2 

seq LLFDLVCHE FCQS / DD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 227: 



ACCAGGAACA 


TCCAGCTATT 


TATGATAGCA 


TTTGCTTCAT 


TA 


TGTCAAGT 


TCAACAAATG 


6C 


TTGACTTGCT 


GGTGAAGGTG 


GGGGAGGTTG 


TGGAC.AAGCT 


CT 


TTGATTTG 


GATGAGAAAC 


120 


TAA7GT7AAG 


AA7GGGTCAG 


AAATGSGGC7 


GCTCAGCCTC 


TG 


3ACCAACC 


CCAGGAAGAG 


130 


TC i GAAGAGC 


AGCCAGTGTT 


TCGC.CTTGTG 


CCCTG7ATAC 


t: 


j'AAGCTGC 


CAAACAAGTA 


2 ^ C 


CGTTCTGAAA 


ATCCAGAATG 


GCTTGATGTT 


TAC A7G CAC 




7T TTA CP 


-A CTG CTT 


29-: 



Me- His He Leu Gin Leu Leu 
-40 

ACT AC A GTG GAT GAT GGA ATT CAA GCA ATT GTA CAT TG7 COT GAC ACT 
Tr.r 7r.r Val Asp Asp Gly He Gin Ala lie Ya 1 His Cys Pre Asp The 
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-20 



GGA AAA GAC ATT TGG AAT TTA CTT TTT GAC CTG GTC TGC CAT GAA TTC 
Gly Lys Asp lie Trp Asa Leu Leu Phe Asp Leu Val Cys His Glu Phe 
-15 -10 -5 



390 



TGC CAC TCT GAT GAT CCA GCC CGG 
Cys Gin Ser Asp Asp Pro Ala Arg 
1 5 



414 



(2) INFORMATION FOR SEQ ID NO: 228: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 419 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



<ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 66.. 96 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 26 ■ 

region 1 . , Jl 
id AA017304 



(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 114.. 242 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.2 

seq PMQLLQVLSDVLA/EI 

(xij SEQUENCE DESCRIPTION: SEQ ID NO: 229: 



AAACCGTTGC CAAGGAGCTC GACTCTGGGA GCGGTCTAGA GCCCGGGCGC CTCCTGGGGG 60 

GTGGGGAAAC GGTTTCGTGA GGAGAATTTG AGTTAAAATT ATAAGACCTA ATT ATG 116 

Met 

ACT GAT CAA ATT AAA TTC ATT ATG GAC AGT CTC AAT AAG GAG CCC TTT 164 
Ser Asp Gin He Lys Phe He Met Asp Ser Leu Asn Lys Glu Pro Phe 
-40 -35 -30 

AGG AAG AAC TAT AAT TTA ATC ACG TTT GWT TCC TT 3 GAG CCA ATG CAA 212 
Arg Lys Asn Tyr Asn Leu He Thr Phe Xaa Ser L-»j Glu Pro Met Gin 
-25 -20 -IS 

CCA TTA CAA GTT CTC AG? GAT GTT CTG GCT GAG ATT GAC CCA AAG CAA 2 6C 
le- Leu G_n Val leu Ser Asc Val Leu Ala Glu lie Asp Pro Lys Gin 
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-10 



CTT GTG GAT ATC AGA GAG GAG ATG CCA GAG CAG AC A GCC AAA CGA ATG 
Leu Val Asp He Arg Glu Glu Met Pro Glu Gin Thr Ala Lys Arg Met 
10 * 15 20 



308 



TTG AGC CTT CTT GGT ATT CTT AAG TAC AAA CCT TCA GGA AAT GCC ACA 
Leu Ser Leu Leu Gly He Leu Lys Tyr Lys Pro Ser Gly Asn Ala Thr 
25 .30 35 



356 



GAT ATG AGT ACT TTT CGT CAG GGT TTG GTG ATT GGA AGT AAA CCT GTA 
Asp Met Ser Thr Phe Arg Gin Gly Leu Val He Gly Ser Lys Pro Val 
40 45 50 



404 



ATT TAC 
He Tyr 
55 



CCA GTG CTC 
Pro Val Leu 



419 



(2) INFORMATION FOR SEQ ID NO: 229: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 371 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) 5TRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(D) DEVELOPMENTAL STAGE: Fetal 
■(F) TISSUE TYPE: kidney 

(i:<) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 53.. 203 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 1 . . 15 1 
id T34361 
est 

(i:<) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 205.. 358 

(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 93 

region 152 . . 305 

id T34361 

est 



FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 205. .342 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 9-1 

region 131 . .263 
id HSC16A051 
est 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 74 . .203 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9-1 

region 1 . , 1 30 
id H-SC16A0 51 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 340.. 373 

<C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 94 

region 267 . .300 
id HSC16A051 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 6.1. .256 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 41 . . 236 
id T35252 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 255.. 302 

(C) IDENTIFICATION METHOD: blastn 

(C) OTHER INFORMATION: identity 93 

region 235 ..283 

id 735252 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 60.. 146 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 57 . .14 3 
id H92421 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 205.. 278 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 

region 200 . . 273 

id H92421 

est 

fix.) FEATURE: 

(A) NAKE/KEY: other 

(B) LOCATION: 61. .203 

(Ci IDENTIFICATION METHOD : blastn 
iD) OTHER INFORMATION : identify 
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id T19059 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 205.. 270 

{C} IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 93 

region 228 . . 293 
id T19059 
est 

(ix> FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 93.. 329 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq I IHAXGLVRECLA/XT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 229: 



AAGACCTGGG CGTCTGGAAT GATCTACGTG CTTAAATACA CCACTCGCCA CCATTTTCTC 60 



CAGCTGGGAG TGTCCACTCG CCTTCCACCA GC ATG GCA ACG TCK TCA CAG KAC 113 

Met Ala Thr Ser Ser Gin Xaa 
-75 



CGC CAG- CTG CTC AGT GAC 
Arg Gin Leu Leu Ser Asp 
-70 

GGA ACT GGG AAC AGC CAR 
Gly Thr Gly Asn Ser Gin 
-55 

GCC ATC ATT GRA GAG CTG 
Ala He He Xaa Glu Leu 
-40 ' -35 

AGC AAG AGT GCC ATG GAG 
Ser Lys Ser hl*a Met Glu 
-20 

GGM CTR GTT CGG GAG TGC 
Gly Leu Val Arc Glu Cys 
-5 

AGC TGC CTT GTT GGT TTT 
Ser Cys Leu Val Gly Phe 
10 



TAC GGG CCA CCG TCC CTA 
Tyr Gly Pro Pro Ser Leu 
-65 

RTG CCC CAA AGC AAA TAC 
Xaa Pro Gin Ser Lys Tyr 
-50 -45 

GGG AAG GAG ATC AGA CCC 
Gly Lys Glu He Arg Pro 
-30 

AGG CTG AAG CGC GGC ATC 
Arg Leu Lys Arg Gly He 
-15 

TTG GCA GAM ACG GAA CC-A 
Leu Ala Xaa Thr Glu Arg 
1 



GGC TAC ACC CAG 161 

Gly Tyr Thr Gin 

-60 

GCG GAG CTG CTG 20 9 

Ala Glu Leu Leu 



ATG TAC GCA GGG 2 57 
Met Tyr Ala Gly 
-25 

ATT CAC GCT MSA 305 
He His Ala Xaa 
-10 

ATG CCA GAT CCT 35 3 
Met Pro Asp Pro 
5 

371 



(2) INFORMATION FOR SEQ ID MO: 230: 

<ij SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 235 base pairs 
(3) TYPE: NUCLEIC ACID 
(Ci STRANDSDNESS: DOUBLE 
ID) TOPOLOGY: LINEAR 
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<ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE : 

• (A) ORGANISM: Homo Sapiens 
(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 107. .234 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 128 
id N88564 
est 



(ix) FEATURE : 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: 59., 103 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
rn\ nxurD tmcodm^tthki . .r..***v~-.~ a c 

seq LLGAAAVAALGRG/RA 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 230: 



AACCGGCAGC TGAACCCACC CGGCGCCACG GGACTTTGAC CCGTGCTCTG CGCTTGCC 53 

ATG AGA CTC CTG GGA GCT GCA GCC GTC GCG GCT CTG GGG CGC GGA AGG 106 

Met Arg Leu Leu Gly Ala Ala Ala Val Ala Ala Leu Gly Arg Gly Arg 

-15 -10 -5 1 

GCC CCC GCC TCC CTA GGC TGG CAG AGG AAG CAG GTT AAT TGG AAG GCC 154 

Ala Pro Ala Ser Leu Gly Trp Gin Arg Lys Gin Val Asn Tro Lys Ala 

5 " 10 15 

TGC CGA TGG TCT TCA TCA GGG GTG ATT CCT AAT GAA AAA ATA CGA AAT 202 

Cys Arg Trp Ser Ser Ser Gly Val He Pro Asn GIu Lys lie Arg Asn 

20 25 30 

ATT GGA ATC TCA GCT CAC ATT GAT TCT GGG AAG 2 35 

lie "Gly He Ser Ala His He Asp Ser Gly Lys 

35 40 



(2) INFORMATION FOR SEQ ID NO: 231: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 165 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) 5TRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



C i i > MOLECULE TYPE: CDNA 

(vi} ORIGINAL SOURCE: 

( A ; ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

;r; TISSUE TYPE: kidney 
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(ix) FEATURE: 

(A) NAME /KEY : other 
<B> LOCATION: 13.. 162 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 20. .169 
id N41399 
est 



(ix) FEATURE: 

(A) NAME/ KEY : other 
(3) LOCATION: 26. .162 

(C) IDENTIFICATION METHOD: blastn 

{ D} OTHER INFORMATION : identity 95 

region 38 . .174 
id H69272 
est 

(ix) FEATURE; 

(A) NAME /KEY : other 

( 3 } LQC AT ION : 4 5 - - 1 6 2 

(Cj IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . .118 
id N20619 
est 



(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 13.. 60 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.5 

seq RLLLRRFLASVI S/RK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 231: 



AA7TGCAGGG AG ATG GCT CAG CGA CTT CTT CTG AGG AGG TTC CTG GCC TCT 51 
Met Ala Gin Arg Leu Leu Leu Arg Arg Phe Leu Ala Ser 
-15 -10 -5 



GTC ATC TCC AGG AAG CCC TCT CAG GGT CAG TGG CCA CCC CTC ACT TCC 
Val He Ser Arg Lys Pro Ser Gin Gly Gin Trp Pro Pro Leu Thr Ser 
1 5 10 



99 



AG A GCC CTG CAG ACC CCA CAA TGC AGT CCT GGT GGC CTG ACT GTA ACA 14 7 
Arg Ala Leu Gin Thr Pro Gin Cys Ser Pro Gly Gly Leu Thr Val Thr 
15 20 25 



CCC AAC CCA GCG CCG GGG 
Pro Asn Pro Ala Pro Gly 
30 35 



165 



(2) INFORMATION FOR SEQ ID NO: 232: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 217 base pairs 
(5) TYPE: NUCLEIC ACID 
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(CJ STRANDEDNE5S : DOUBLE 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Fecal 

(F) TISSUE TYPE: kidney 

(ixj FEATURE : 

(A) NAME/KEY: other 

(B) LOCATION : 59.. 214 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 1 . .156 
id AA069390 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 122.. 169 

(C) IDENTIFICATION METHOD: Von Helena matrix 

(D) OTHER INFORMATION: score 4.4 

seq LNSLSALAELAVG/SR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 232: 



AAGGAGAGTC ACGTGAGAGT GGGCGGAGGG GGTGGAGGTT TGTCTCCGCT GTTTCATCTC 63 

TATGGCTGTC AGAGGTGGGC GGCTTTGACC GAGAGGCTGC TGOAGCTCGT GTTTGGACGC 123 

G ATG TTT CGT CTG AAC TCA CTT TCT GCT TTG GCA GAA CTG GCT GTG GGT 169 
Met ?he Arg Leu Asn Ser Lea Ser Ala Leu Ala oiu Leu Ala Val GW 
-15 -10 . -5 

TCT CGA TGG TAC CAT GGA GGA TCA CAG CCC ATC CAC ATC CGG CTA GCG 217 
Ser Arg Trp Tyr His Gly Gly Ser Gin Pro lie Glr. He Arg Leu Ala 
L - 5 10 15 



(2) INFORMATION FOR SEQ ID NO: 233; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 358 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

<vi) ORIGINAL SOURCE; 

(A) ORGANISM: Home Sapiens 
■Fi TISSUE TYPE: Muscle 

( i x ) FEATURE : 

(A; NAKE/KEY: other 

(B) LOCATION: 44.. 155 

;C! IDENTIFICATION METHOD : biastn 
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(D) OTHER INFORMATION: identity ICO 

region 1 . . 126 
id AA094226 
est 

(ixj FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 170.. 231 

<C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 100 

region 126 .. 187 

id AA094226 

est 

(ix) FEATURE : 

(A) NAME /KEY : other 
(3) LOCATION : 230. .261 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 96 

region 18 : . . 216 
id AA094 2/S 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3} LOCATION: 44.. 195 

(C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 100 

region 12S . .280 

id R13710 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION : 193.. 254 

(C) IDENTIFICATION METHOD: blastn 

Ol OTHER INFORMATION: identity 93 

region 279 . . 340 

id R13710 " 

es : 

(ix) FEATURE : 

(A) NAME /KEY : other 
■(3) LOCATION; 44.. 282 

(C) IDENTIFICATION METHOD: blastn 
<D) OTHER INFORMATION: identity y 

region 172 . .4 10 

id R54574 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 44 . . 184 

;C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 150 . .299 

id T78111 

est 



(ix) FEATURE: 

{A) NAME /KEY : other 
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<B) LOCATION : 182.. 222 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: , identity '.O 

region 298 . . 338 
id T78111 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 220. .254 

(C) IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION: identity 97 

region 337 . . 371 

id T78111 

est 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 89.. 271 

(C) IDENTIFICATION. . METHOD : Von Keijrie matrix 

(D) OTHER INFORMATION: score 3.9 • 

seq YTAV5VLAGPRWA/DP 

(xi) SEQUENCE DESCRI PTION ; ,'SEQ ID NO: 233: 

GCGGGGCGGC CGTAAAGCGC CATTACGCAG AGAGAAAGTT ACGAGAAACT CGTTT7CATC 60 

TTCTTGGTTT CATCTTAATA CCAA.CGTC ATG TCT GGT TC7 AAT GGT TCC AAA 112 

Met Ser Gly Ser Asn Gly Ser Lys 
-60 . -55 

GAA AAT TCT CAC AAT AAG GCT CGG ACG TCT CCT TAC CCA GGT TCA AAA 160 
Glu Asn Ser His Asn Lys Ala Arg Thr Ser Pro Tvr Pro Gly Ser Lys 
-50 -45 -40 

GTT GAA CGA AGC CAG GTT CCT AAT GAG AAA GTG GGC TGG CTT GTT GAG 203 
Vai Glu Arg Ser Gin Val Pro Asn Glu Lys Val Gly Tro Leu Val G^u 
-35 -30 -25 

TGG CAA GAC TAT AAG CCT GTG GAA TAC ACT GCA GTC TCT GTC TTG GCT 256 
Trp Gin Asp Tyr Lys Pro Val Glu Tyr Thr Ala Val Ser Val Leu A'a 
-20 -15 _ 1Q 

GGA CCC AGG TGG GCA GAT CCT CAG ATC AGT GAA AGT AAT TTT TC^' CCr 3Q4 
Gly Pro Arg Trp Ala Asp Pro Gin lie Ser Glu Ser Asn Phe P-o 
" 5 1 5 io 

AAG TTT AAC GAA AAG GAT GGG CAT GTT GAG AGA AAG AGC AAG AAT GGC 352 
Lys Phe Asn Glu Lys Asp Gly His Val Glu Arg Lys Ser Lys Asn Gly 
15 20 25 



CTG TAT 
Leu Tvr 



353 



(2) I.: FORMAT ION FOR SEQ ID NO: 2 34: 

(i) SEQUENCE CHARACTERISTICS: 

tA) LENGTH: 346 base pairs 
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(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hcmo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ixl FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 294 . .347 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 94 

region 297 . . 350 
id AA038439 
est' ' 

(ix) FEATURE: " 

(A) NAME/KEY: other 

(B) LOCATION: 134.. 347 

(CJ IDENTIFICATION METHOD: blastn 
( D) OTHER INFORMATION: identity 99 

region 1 . .214 

id AA111922 

est 

" (ix) FEATURE: 

(A) NAME /KEY : sigjpeptide 
{B} LOCATION: 284.. 331 

(C| IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 3.5 

seq TLMFSLTAQWXTS/RS 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 234: 



AAAAAAAAGC TGCTGGACCC CAGGGAGAGC TGACC ACT GC CCGAGCAGCC GGCTSAATCC 60 

ACCTCCACAA TGCSGCTCTC AGGAACCCCG GYCCCTAATA AGAAGAGGAA ATCCAGCAAG 120 

CTGATCATGG AACTCACTGG AGGTGGACAG GAGAGCTCAG GCTTGAACCT GGGCAAAAAG 180 

ATCAGTGTCC CAA5GGATGT GATGTTGGAG GAACTGTCGC TGCTTACCAA CCGGGGCTCC 240 

AAGATGTTCA AACTGSGGCA GATGAGGGTG GAGAAGTTTA TTT ATG AGA ACC ACC 295 

Met Arg Th r Thr 
-15 

CTG ATG TTT TCT CTG ACA GCT CAA TGG WTC ACT TCC AGA AGT TCC TTC 34 3 

Leu Met ?he Ser Leu Thr Ala Gin Trp Xaa Thr Ser Arg Ser Ser Phe 
-10 -5 1 

CAA 34 6 

GIr. 
5 



(2} I N FORMATION FOR SEQ ID NO: 235: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 334 base pairs 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS: DOUBLE 
(0) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi} ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 35.. 384 

id IDENTIFICATION METHOD: blastn 

CO) OTHER INFORMATION: identity SO 

region 8 . .357 
id H11129 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 43 . . 346 

(C) IDENTIFICATION METHOD: blastn 

O) OTHER INFORMATION : identity 9 3 

region 16. .319 
id R11829 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 50.. 302 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .2 53 
id R18311 
est 



fix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 302. . 366 

;CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96" 

region 254 . .318 

id R18311 

est 

(ix- FEATURE: 

(A; NAME /KEY : other 

;3) LOCATION: 183 . . 3" 1 

■Z) IDENTIFICATION METHOD: blastn 

[0) OTHER INFORMATION : identity 96 

region 5 . . 194 
id R10511 
est 



FEATURE: 

A} NAME/ KEY: sig_peptice 
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. (B) LOCATION: 73. .147 

{C} IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION : score 14.1 

seq LTLLLLLTLLAFA/GY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 235: 



ACTGCGCGGA TCGGCGTCCG CAGCGGGCGG CTGCTGAGCT GCCTTGAGGT GCAGTGTTGG 60 

GGATCCAGAG CC ATG TCG GAC CTG CTA CTA CTG GGC CTG ATT GGG GGC CTG 111 
Met Ser Asp Leu Leu Leu Leu Gly Leu He Gly Gly Leu 
-25 -20 -15 

ACT CTC TTA CTG CTG CTG ACG CTG CTG GCC TTT CCC GGG TAC TCA GGG 155 
Thr Leu Leu Leu Leu Leu Thr Leu Leu Ala Phe AU Gly Tyr Ser Gly 
-10 -5 l 

CTA CTG GCT GGG GTG GAA GTG AGT GCT GGG TCA CCC CCC ATC CGC AAC 207 
Leu Leu Ala Gly Val Glu Val Ser Ala Gly Ser Pro Pro He Arg Asn 
5 10 15 20 

GTC ACT GTG GCC TAC AAG TTC CAC ATG GGG CTC TAT GGT GAG ACT GGG 255 
Val Thr Val Ala Tyr Lys Phe His Met Gly Leu Tvr Gly Glu Thr Gly 
25 30 " 35 

CGG CTT TTC ACT GAG AGC TGC AGC ATC TCT CCC AAG CTC CGC TCC ATC 303 
Arg Leu Phe Thr Glu Ser Cys Ser He Ser Pro Lys Leu Arg Ser He 
40 45 50 

GCT GTC TAC TAT GAC AAC CCC CAC ATG GTG CCC CCT GAT AAG TGC CGA 351 
Ala Val Tyr Tyr Asp Asn Pro His Met Val Pro Pro Asp Lys Cys Arg 
55 60 65 

TGT GCC GTG GGC AGC ATC CTG AGT GAA GGT GAG 38 4 

Cys Ala Val Gly Ser lie Leu Ser Glu Gly Glu 
70 75 



(2) INFORMATION FOR SEQ ID NO: 2 36:. 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 269 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/KEY: other 

• B) LOCATION: 75. .213 

•;C) IDENTIFICATION METHOD : blastn 

(DJ OTHER INFORMATION: identity 97 

region 29 . . 172 
id T54530 
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est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 36.. 131 

(C) IDENTIFICATION METHOD: Von Hei:ne matrix 
(DJ OTHER INFORMATION: score 11.4 

seq LWSLALWLPLALS/VS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 236: 



AATCCGGACT GATAACCAGC CGGCCAGACT GAGGG ATG GAA GGC ACT GAG ATG 53 

Met Glu Gly Thr Glu Met 
-30 

GGG GCC CGT CCA GGC GGA CAC CCG CRG AAA TGG AGC TTT CTG TGG TCT 101 
Gly Ala Arg Pro Gly Gly His Pro Xaa Lys Trp S<*r Phe Leu Trp Ser 
-25 -20 -15 

CTT GCA CTC TGG CTG CCT CTT GCC CTC TCT GTG TCT CTC TTT CTT GGT 14 9 
Leu Ala Leu Tro Leu Pro Leu Ala Leu Ser Va 1 S-r Leu Phe Leu Gly 
-10 -5 1 5 

CTC TCC CTC TCT CCT CCT CAG CCT GGT CTT TCT CTT TGG TGC ACA CTT 197 
Leu Ser Leu Ser Pro Pro Gin Pro Gly Leu Ser Lej Trp Cys Thr Leu 
10 15 * 20 

AGT TAT TGT TGT GAG CAA TGG AAG TTC AAA GGA ACT CCC TCT CCA GCT 24 5 
Ser Tyr Cys Cys Glu Gin Trp Lys Phe Lys Gly T.\r Pro Ser Pro Ala 
25 " 30 ' 35 

CTT CTG AAT CTK GGG ACA CGC GGG 269 
Leu Leu Asn Leu Gly Thr Arg Gly 
40 45 



(2) INFORMATION FOR SEQ ID NO: 237: 



(i) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 395 base pairs 
(S) TYPE: NUCLEIC ACID 
(C) STRANDEDNE3S: DOUBLE 
(Di TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE : CDNA 



<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(Di DEVELOPMENTAL STAGE: Fecal 

(?) TISSUE TYPE : kidney 



(ix) FEATURE: 

(A- NAME/KEY: ocher 

(3; LOCATION: 2 20. . 396 

(C) IDENTIFICATION METHOD: blastn 

{0} OTHER INFORMATION: identity 9S 

region 207 . . 383 

id N28787 

est 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 108.. 207 

IC) IDENTIFICATION METHOD: blastn 

{0} OTHER INFORMATION: identity 93 

region 95 . . 194 
id N28787 
est 

(ix) FEATURE: 

{A) NAME/KEY: other 

(3) LOCATION: 220.. 316 

tC) IDENTIFICATION METHOD: blastn 

iD) OTHER INFORMATION : identity 97 

region 209 . . 305 
id AA0197S5 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

( B) LOCATION : 109 . .207 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER" INFORMATION: identity 92 

region 97 . . 196 
id AA019793 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 307.. 392 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 297 . . 382 
id AA019733 
est 



(^:<j FEATURE: 

( A )" NAME /KEY : other 
(3) LOCATION: 103 207 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9i 

region 99 . 198 
id K86396 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION : 3G7..37 4 

CCS IDENTIFICATION METHOD: blastn 

{ 05 OTHER INFORMATION: identity 95 

region 300 . . 367 
id H86396 
est 



{ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 255.. 313 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity ;u 

region 24 7 . . 305 
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id H86396 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 220.. 336 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 

region 210. .326 
id H86516 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 103.. 207 

. (C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 93 

region 98 . . 197 
id H86516 
est 



(A) NAME/KEY: other 

(9) LOCATION : 327 . .368 

(C) IDENTIFICATION METHOD: blastn 

(D> OTHER INFORMATION : identity *>2 

region 318 . .359 
id H86516 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 108.. 207 

(C) IDENTIFICATION METHOD: blastn 

(O) OTHER INFORMATION: identity 92 

region 111.. 210 
id AA059290 
est 

(ix} .FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 272. .354 

(C) IDENTIFICATION METHOD: blastn 

{ 0) OTHER INFORMATION : identity 32 

region 28 *. . .367 
id AA0592-. 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 220.. 286 

;C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 223 . . 289 
id AA059290 
est 



(ix) FEATURE: 

(A) NAME/ KEY: sig^peptide 
(3) LOCATION: 133.. 302 

;C) IDENTIFICATION METHOD : Von Heijne matrix 
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(D) OTHER INFORMATION : score 11.2 

seq LLc ALGSLGLI FA/LI 

|xi) SEQUENCE DESCRIPTION: SEQ ID NO: 237:- 



ARCGGTTAGT GGACCGGGAC CGGTAVGGGT GCTGTWGCCA TCATGGCTGA CCCCGMMCCC 60 

CGGBACMCTC GCTCCTCGAT CGAGGACGAC TTCANMTMNG GCAGGCAAGC GTGGCCTCCG 120 

CCACCGTGYM BNTCCGA ATG VCC TTT CTG AGA AAA GT: TMN AGC ATT CTT 17 0 

Met Xaa Phe Leu Arg Lys Va. Xaa Ser lie Leu 
-55 -50 -45 

TCT CTG CAG GTT CTC TTA ACT ACA GTG ACT TCA AC A GTT TTT TTA TAC 218 
Ser Leu Gin Val Leu Leu Thr Thr Val Thr Ser Thr Val Phe Leu Tyr 
-40 -35 -30 

TTT GAG TCT GTA CGG ACA TTT GTA CMT GAG AGT CCT GCC TTA ATT TTG 2 66 
Phe Glu Ser Val Arg Thr Phe Val Xaa Glu Ser Pro Ala Leu lie Leu 
-25 -20 -15 

CTG TTT GCC CTC GGA TCT CTG GGT TTG ATT TTT GCG TTG ATT TTA AAC 314 
Leu Phe Ala Leu Gly Ser Leu Gly Leu lie Phe Ala Leu lie Leu Asn 
-1C -5 1 

AGV CAT AAG TAT CCC CTT AAC CTG TAC CTA CTT TTT GGA TTT ACG CTG 3 62 
Xaa His Lys Tyr Pro Leu Asn Leu Tyr Leu Leu Phe Gly Phe Thr Leu 
5 10 15 20 

TTG GMA GCT CTG ACT GTG GCA GTT GTT GTT ACT 3 95 

Leu Xaa Ala Leu Thr Val Ala Val Val Val Thr 
25 30 



(2) INFORMATION FOR SEQ ID NO: 238: 

(i! SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 156 base pairs 

( B) TYPE: NUCLEIC ACID 

(C) STRANDEDMESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 53.. 155 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 24 . . 126 
id AA075942 
est 



<i,;) FEATURE: 

'.A) NAME /KEY: other 
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(3) LOCATION: 66. . 136 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION:., identity 100 

region 3"? . . 107 
id AA262924 
est 

(ix) FEATURE: 

{A} NAME /KEY : sig_peptide 
(BJ LOCATION: 22.. 135 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 10.8 

seq MLLLLLLLGSGQG/PQ 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 233: 



AAAGGGTCGT TGGTGGGAAA G ATG GCG GCG ACT CTG GGA CCC CTT GGG TCG 51 

Met Ala Ala Thr Leu Gly Pro Leu Gly Ser 
-35 -30 

TGG CAG CAG TGG CGG CGA TGT TTG TCG GCT CGG GAT GGG TCC AGG ATG 99 
Trp Gin Gin Trp Arg Arg Cys Leu Ser Aid Arg Asp Gly Ser Arg Met 
-25 -20 ' -15 

TTA CTC CTT CTT CTT TTG TTG GGG TCT GGG CAG GG,3 CCA CAG CAA GTC 14 7 
Leu Leu Leu Leu Leu Leu Leu Gly Ser Gly Gin Gly Pro Gin Gin Val 
-10 -5 1 

GGG GCG GGG 156 
Gly Ala Gly 

5 



(2) INFORMATION m FOR SEQ ID NO: 239: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 353 base pairs 
{BJ TYPE : NUCLEIC ACID 

(C) STRAMDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE:- 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 



(ix) FEATURE: 

(A) MAMS/KEY: other 
{B} LOCATION: complement ( 64 . . 95 ) 
(C) IDENTIFICATION METHOD: blastn 
t D) OTHER INFORMATION: identity 90 

region 79 . .110 
id N98118 
est 



(ix) FEATURE: 

(A) NAME /KEY ; sig^peptide 
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(B) LOCATION: 195.. 317 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: . score 9.9 

seq ILPFLL? PFPVNA/R5 

ixi) SEQUENCE DESCRIPTION: SEQ ID NO: 239: 



ATAGTGATCC TTTTCCTTCT CCCACTCCGT AAGTTTCTAT CCTTGGCCTC CTATTCTTTT 60 

TACTACATAT ATACTTTATA TATACATATA TACTTGGAAC AGGCTTAATG AGTTCCAAGG 120 

TTTCAAGTAT AATAGAAGGA TAGTTTCCCT AATATTTCTT CAAAACAGAT TTCTCTTCTG 180 

AAATCCAGAG TCAT ATG TCC AGT TGG ATG TAT CTT GGA TAC CCC ATT GTC 230 
Met Ser Ser Trp Met Tyr Leu Gly Tyr Pro lie Val 
-40 -35 -30 

ACC TCA AAC ACT ACT TGT CTA AAA CTG ATC TCA TCA TCT TTT CCC CAA 2 78 
Thr Ser Asn Thr Thr Cys Leu Lys Leu He Ser Ser Ser Phe Pro Gin 
-25 * -20 -15 

ATC CTT CCT TTT CTT CTA TTT CCC TTC CCA GTG AAT GCC AGA TCT CAC 32 6 
lie Leu Pro Phe Leu Leu Phe Pro Phe Pro Val Asn Ala Arg Ser His 
-10 -5 1 

TYA GTT GCT CAA ACT AAA AGC CCG AGG 3 53 

Xsa Val Ala Gin Thr Lys Ser Pro Arg 
5 10 



(2) INFORMATION FOR SEQ ID NO: 240: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 159 base pairs - - 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(i.i) MOLECULE TYPE: CDNA 

( vi ) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 83.. 132 

{C! IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity- 1C0 

region 352 . .396 
id AA021024 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 4 6. . 108 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER IM FORMAT ION: score 9.7 

seq QLCLLLL.PSCSLS/V3 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 240: 



ACCTCTTGGG GCCTACTTTG GGATGAAGTR GCCTCCCTCA GC.-vCC ATG GCC CCT GGG 57 

Met Ala Pro Gly 
-20 \ 

GTC ATC ATC ATC CAG CTC TGC CTC TTG CTC CTG CCT TCC TGC TCC CTT 105 
Val He He He Gin Leu Cys Leu Leu Leu Leu Pro Ser Cys Ser Leu 
-15 -10 -5 

TCT GTT TCC GGA TGT TCC TGC CCT ACT GCC TGC TTC AGC ACC ACC AGC 153 
Ser Val Ser Gly Cys Ser Cys Pro Ser Ala Cys Phe Ser Thr Thr Ser 
15 10 15 

CGC GAG 159 
Arg Glu 



INFORMATION FOR SEQ ID NO: 241: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 428 base pairs 
(E) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE': kidney 

(i:<) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 283.. 322 

(C) 'IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity .-C 

region 170 . .213 

id M73639 

est 



(i:<) FEATURE: 

(A) NAME /KEY : other 

( 5 ) LOCATION: 283.. 322 

(C! IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 9C 

region 193. .2 32 
id AA1504 ; : 
est 



(i:-:) FEATURE: 

(A) NAM KEY : sig_peptide 
■;b; LOCATION: 99.. 377 

{CI IDENTIFICATION METHOD: Von Heijne -acri:< 
{D: OTHER INFORMATION : score 9.6 

seq LS L 3 LG AS A ? V j C / QQ 
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(xi) -SEQUENCE DESCRIPTION: SEQ ID NO: 24.:: 



ACATGCTCAC GGTCAGGTTC CAGCCCCAGC TGAGGGCTGA GCGGAGTGGG TGGACATGGG 60 

GCAGGGAGCT GGAAGAACAC TCGAGAGACA GCAGGTAG ATG AG A CAT GGC TTT ATT 116 

Met Arg His Gly Phe He 
-90 

CAG CAG CAG TTT TCA TTA ACA GCT TTC TCA MAC STT WRG SCW ATC TTC 164 
Gin Gin Gin Phe Ser Leu Thr Ala Phe Scr Xaa Xaa Xaa Xaa He Phe 
-85 ' -80 -75 

ACA CTG KST CSC CTG TCT CAG TTG CTT AGT TCA GCA GCT CCC AAA CAC 212 
Thr Leu Xaa Xaa Leu Ser Gin Leu Leu Ser Ser Ala Ala Pro Lys His 
-70 -65 -60 

ACA GCT GCA CCG ACG GCC CTC CCT TGC CTT CAG GGT CAG CAG CTT AAC 2 60 
Thr Ala Ala Pro Thr Ala Leu Pro Cys Leu Gin Gly Gin Gin Leu Asn 
-55 -50 - -45 -40 

tpt ^"t ttt rvr ncn ?,rva act c * n rT nrr tvt rir --~><~ r-^T T.^f nrr* -inc 
Ser Leu Ser Leu Gly Thr Ser Glu Leu Ser Cys Val Lou Ala Ser Ser 
-35 -30 -25 

TGT CTA TCT ACA AAG ACA GAC CCC TCT GGT CTC TCT CTC TCT TTG GGT " 356 
Cys Leu Ser Thr Lys Thr As? Pro Ser Gly Leu Ser Leu Ser Leu Gly 
-20 -15 -10 

GCC AGC GCA CCT GTA CAG TGT CAG CAG GAC AAT TAT ACC TTT TGC KNN 4 04 
Ala Ser Ala Pro Val Gin Cys Gin Gin Asp Asn Tyr Thr Phe Cys Xaa 
-5 1 5 

CAA TAG TGG CTT AG A GCA AGG CAT 4 28 

Glr. Tyr Trp Leu Arg Ala Arg His 
10 * 15 



(2) INFORMATION FOR SEQ ID NO: 242: 

. (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 370 base pairs 
{3J TYPE: NUCLEIC ACID 
(CJ STRANDEDNE3S : DOUBLE 
ID: TOPOLOGY: LINEAR 

iii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(0/ DEVELOPMENTAL STAGE: Fecal 

( z) TISSUE TYPE: kidney 

■ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 325. . 371 

(':; iULMTIFiCATION METHOD; blastn 

C- OTHER INFORMATION: identity 95 

region 211 . . 323 
id AA0155&J 
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est 

(ix) FEATURE: 

(A) NAME/ KEY" : other 

(B) feOCATION: 325.. 371 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 

region 277 . . 323 
id AA019953 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 140 . .262 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 9.5 

seq LIIFLSFLPFINS/SF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2-=?: 



arat.3TG.3GA TAGGTCCTGT GACAGAATTG TGTGATACAG GTCAAACAGG AGTTGGGTTA 60 

TGGGGAAAAT GCCAGTTGAA ATATGTTTTG ATCTTTGGAG AAACCTATTT TTTCATTTAA 120 

CCTGTTCTTT AAATCCAGT ATG TTC.CAG AAC ATA CAA AAA TGT TTA AAT GTT 172 

Met Phe Gin Asn lie Gin Lys Cys Leu Asn Val 
-40 -35 

CCA TTT GTA AGA GGA TAT CAT GTA TTT TAT ATC AAT TTA AAT GCA GTT 220 
Pro Phe Val Arg Gly Tyr His Val Phe Tyr lie Asn Leu Asn Ala Val 
-30 -25 -20 -15 

ATC CTA ATC ATT TTT CTT TCA TTT TTA CCC TTT ATT AAC TCT TCA TTT 2 68 
lie Leu lie He Phe Leu Ser Phe Leu Pro Phe He Asn Ser Ser Phe 
-10 -5 1 

GTT TAC AAA AC A AAT CCA CTC TAT GAC GCA ATC TCT AAT TAT GTG TTT 316 
Val Tvr Lys Tr.r Asn Pro Leu Tyr Asp Ala He Ser Asn Tyr Val Phe 
5 10 15 

TCT TTC AGG TAT CCA AAC CTT GRA A5C TTT GCT CTA GAT GTC AGG CTT 364 
Ser Phe Arg Tyr Pro Asn Leu Xaa Xaa Phe Ala Loj Asp Val Arg Leu 
20 25 3J 

GTT TTT . 370 

Vdi Phe 
35 



[2) INFORMATION FOR SEQ ID NO: 24 3: 

(i) SEQUENCE CHARACTERISTICS: 

{A: LENGTH: 361 base pairs 
(3) TYPE : NUCLEIC ACID 
(Ci STRAKDEDNESS :• DOUBLE 
[D) TOPOLOGY: LINEAR 

(ii> MOLECULE TYPE : CON A 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(Df DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 



(ix) FEATURE: 

(A) NAME/ KEY : ether 

<B) LOCATION: complement (215 . .358} 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 9^ 

region 165 . . 303 
id R98055 
• est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 135. .289 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 37 

region 252 . .356 
id W23510 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION ; 136.. 186 

(CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 202 . , 
id W23510 
est 



252 



(ix) FEATURE : 

(A) NAME /KEY : other 

(3[ LOCATION: 73 . . 109 

(C) IDENTIFICATION METHOD: blastn 

ID) OTHER INFORMATION: identity 97 

region 139 . 
id W23510 
est 



175 



(ix) FEATURE: 

(A) NAME /KEY : other 

(2) LOCATION: 315.. 352 

EC) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 92 

region 385 . .422 
id W23510 
est 

(ix) FEATURE: 

{ A ) NAME /KEY: other 

(3) LOCATION: complement (215 . . 358) 
(C) IDENTIFICATION METHOD: blastn 
{■J) OTHER INFORMATION: identity 9^ 

region 14 ■; . . 237 
id T46976 
est 



(ix) FEATURE: 

' A * : : AME /KEY: other 
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(B) LOCATION: complement ( 227 .. 358 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: .identity 99 

region 167 . .298 
id AA094768 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: complement ( 24 8 . .358) 
<C) IDENTIFICATION METHOD: blastn 
<D) OTHER INFORMATION: identify 97 

region 169 , . 279 

id R50106 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: complement { 2 1 5 250 } 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9^ 

region P7R 313 

id R50108 

est 

(ix) FEATURE: 

{AI NAME/KEY: sig__peDtide 

(B) LOCATION: 281.. 340 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(DJ OTHER INFORMATION: score 9.2 

seq FPVLALFLSGSLA/LF 



(xi) 


SEQUENCE DESCRIPTION: 


SEQ ID NO: 


24 3: 






AGAGTGAGAC 


GGGCAGATGG AGGAGGGATT 


GTAATGGCGG 


YAGCGGCAGC 


TCCCSTGCTC 


6C 


TGACCCACGG 


CAGGCATACA GCATCCGATT 


TAATCTGGAT 


CCATTCCGGC 


GCCTTCCTCT 


12C 


CCCAGTCACC 


CAGAGGGCCC CAACCCCGGC 


GGCCCTTTCT 


TCCTCAAATG 


TCCTCGGCTC 


13C 


TATACCGTGC 


CTGGCTCTTT TCTCTTTCTC 


TCTGCCTGGA 


AGATTCCTTC 


TTTCCCCTTT 


240 


TGTCTTGCCC 


ACTCCTGTTT ACCCTTCAAG 


TTTCAAGTTC 


ATG TCA CTG 
Me: Ser Leu 
-2: 


TCT CAG 
Ser Gin 


295 


AG A GGT TTT 


CCT GTG CTC GCC CTG TTT CTC TCA 


GGA AGC CTT 


GCT CTT 


3- 3 


Arg Gly Phe 
-15 


Pro Val Leu Ala Leu Phe Leu Ser 
-10 -5 


Gly Ser Leu 


Ala Leu 
1 



TTC CAT CAT ACC TCT GGG 
Phe His His Thr Ser Gly 
5 



(?) INFORMATION FOR SEQ ID NO: 244: 

(i; SEOUEwCE CHARACTERISTICS: 

(A) LENGTH: 268 base pairs 
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(B) TYPE: NUCLEIC ACID 

(C) 5TRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 19.. 132 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .114 
id N37112 
est 

(ix) FEATURE: 

(A) .NAME /KEY : other 
(3) LOCATION: 194.. 257 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 

region 17-! . . 247 

id N37112 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3} LOCATION: 130.. 195 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 111. .176 

id N87112 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 68.. 267 

!C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . . 200 
id T68050 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 63.. 209 

;C) IDENTIFICATION METHOD: blastn 

O) OTHER INFORMATION : identity 95 

region 1 . . L47 
id AA15713G 
est 



(ix; FEATURE : 

•A) NAME/ KEY: other 

:=w TOCATION: 66. . 195 

[Z) IDENTIFICATION METHOD: blastr 

:d: OTHER INFORMATION: identity 
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region 1 . . 130 
id AA094932 
est 



(ix) FEATURE; 

(A) NAME/KEY: other 

(B) LOCATION : 190.r264 

(C) IDENTIFICATION METHOD: biasth 

(D) OTHER INFORMATION: identity 97 

region 5 . . 79 
id W00395 
est 



(ix) FEATURE: 

(A) NAME /KEY : sig_pepcide 

(B) LOCATION: 59.. 145 

(C) . IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.9 

seq ALLI VCDVPSASA/QR 

(xij SEQUENCE DESCRIPTION: SEQ ID NO: 244: 



ACCCACCCTC AGACCTAGCC GGAGCAAAGT TTCACTTATA GAAGGGAGAG AAGCGAAC 58 

ATG GCA GCG CGT TGG CGG TTT TGG TGT GTC TCT GTG ACC ATG GTG GTG 10 6 
Met Ala Ala Arg Trp Arg Phe Trp Cys Val Ser Val Thr Met Val Val 
-25 -20 -15 

GCG CTG CTC ATC GTT TGC GAC GTT CCC TCA GCC TCT GCC CAA AGA AAG 154 
Ala Leu Leu He Val Cys Asp Val Pro Ser Ala Ser Ala Gin Arg Lys 
-10 -5 l 

AAG GAG ATG GTG TTA TCT GAA AAG GTT AGT CAG CTG ATG GAA TGG ACT 202 
Lys Glu Met Val Leu Ser Glu Lys Val Ser Gin Leu Met Glu Trp Thr 
5 10 15 

AAC AAA AGA CCT GTA ATA AGA ATG AAT GGA GAC A A 3 TTC CGT CGC CTT 2 50 
Asn Lys Arg Pro Val He Arg Met Asn Gly Aso L\ s Phe Arg Arg Leu 
20 25 30 35 

GTG AAA GMM CCA CCG AGG 268 
Val Lys Xaa Pro Pro Arg 
4 0 



(2) INFORMATION FOR SEQ ID NO: 245: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 328 base pairs 
■BJ TYPE: NUCLEIC ACID 
(CJ STRANDEDNESS: DOUBLE 
{ D) TOPOLOGY: LINEAR 

!ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

{A} ORGANISM : Homo Sapiens 

(DJ DEVELOPMENTAL STAGE: Fetal 

(Fi TISSUE TYPE: kidney 
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(is) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 131. .327" 

(C) IDENTIFICATION * METHOD: blastn 

(D) OTHER INFORMATION: identity 33 

region 45. .241 
id H81225 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 86.. 123 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 33 
id H81225 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 121.. 327 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 2 . . 208 
id W01412 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(E) LOCATION: 129. .327 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 1 . .199 
id AA044118 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 131.. 327 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 98 

region 13 . . 209 
id W42797 
est 



(i:<) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 209.. 327 

iC) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 95 . .213 
id R39635 
est 

■i::> FEATURE : 

(A) NAME /KEY : other 
(?.) LOCATION: 130. .209 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 15 . . 94 
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id R39635 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3} LOCATION: 191.. 285 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(DJ OTHER INFORMATION: score 8-6 

seq VPMLLLI VGGSFG/LR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 215: 



AACAAGTATG TTACGATGGC TCGATTGCTT TTGCCTAGCG GAAACCATTC ACTAAGGACC 60 

GAGCACCAAA TAACCAAGGA AAAGGAAGTG AGTTAAGGAC GTACTCGTCT TGGTGAGAGC 120 

GTGAGCTGCT GAGATTTGGG AGTCTGCGCT AGGCCCGCTT GoAGTTCTGA GCCGATGGAA 130 

GAGTTCACTC A?G TTT GCA CCC GCG GTG ATG CGT GCT TTT- CGC AAG AAC 22 9 
Met Phe Ala Pro Ala Val Met Arg Ala Phe Arg Lys Asa 



AAG ACT CTC GGC TAT GGA GTC CCC ATG TTG TTG CTG ATT GTT GGA GGT 27 7 

Lys Thr Leu Gly Tyr Gly Val Pro Met Leu Leu Leu He Val Gly Gly 

-15 -10 -5 

TCT TTT GGT C?T CGT GAG TTT TCT CNA ATC CGA TAT GAT GCT GTG AAG 3 25 

Ser Phe Gly Leu Arg Glu Phe Ser Xaa He Arg Tyr Asp Ala Val Lys 

1 5 10 



328 



Gly 



(2) INFORMATION FOR SEQ ID NO: 24 6: 

(I) SEQUENCE CHARACTERISTICS: 

i A) LENGTH : 373 base pairs 
(3} TYPE: NUCLEIC ACID 
JO STRANDEDNESS: DOU3LE 
( D J TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
{ F) TISSUE TYPE: Kidney 

FEATURE: 
(A) NAME /KEY : other 
£3) LOCATION: 106.. 213 
•Z) IDENTIFICATION METHOD: blastn 
•ID; OTHER INFORMATION: identity 97 

region 104 . . 208 
id" AA131932 
est 

4 A • NAME /KEY : ccher 
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(B) LOCATION: 298.. 342 

<C> IDENTIFICATION METHOD ; blastn 

(D) OTHER INFORMATION: . identity 95 

region 293. . 337 
id AA131932 
est 



fix) FEATURE : 

(A) NAME /KEY : other 

(3) LOCATION: 86. .291 

{C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 67 . .272 
id AA001989 
est 



(xx) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 29. . 102 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity :>:■ 

l^^UII X J. . . 

id AA001939 
est 



(ix) FEATURE: 

(A) NAME/ KEY : other 
(3) LOCATION: 102. . 331 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 9c 

region 7 6.. 3C5 
id W32996 
est 

(ix} FEATURE: 

(A) NAME/KEY: other 

(E) LOCATION: 55. .96 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 31 . .72 
id W32996 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 236. . 377 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity ?3 

region 165.. 306 
id AA12121S 
est 

{:::) FEATURE: 

(A) NAME / KEY':" other 

(3) LOCATION: 106. . 235 

(C) IDENTIFICATION METHOD : blastn 

[0) OTHER INFORMATION : identity 

region 34 . .163 
id AA121218 
est 
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(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 70. .180 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) "OTHER INFORMATION : score 8.5 

seq LLVLLLYAPVGFC/LL 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 24 6: 



AAGAGCSSCT GCGGCCGGGC GCGAAAATGG CGGCGGCGGC GA^GGCCNCC CGCTCCTGAA 60 

GCAGCAGTT ATG GAG CTT CCC TCA GGG CCG GGG CCG GAG CGG CTC TTT GAC 111 
Met Glu Leu Pro Ser Gly Pro Gly Pro Glu Arg Leu Phe Asp 

-35 -30 -25 

TCG CAC CGG CTT CCG GGT GAC TGC TTC CTA CTG CTC GTG CTG CTG CTC 159. 

Ser His Arg Leu Pro Gly Asp Cys Phe Leu Leu Leu Val Leu Leu Leu 

-20 -15 -10 

TAG GCG CCA GTC GGG TTC TGC CTC CTC GTC CTG SGC CTC TTT CTC GGG 20V 

T\,-r Ala Pro Val Gly Phe Cys Leu Leu Val Leu X 3 a Leu Phe Leu GI" 

-5 ' ' 1 5 

ATC CAC GTC TTC CTG GTC AGC TGC GCG CTG CCA GAC AGC GTC CTT CGC ..255 

lie His Val Phe Leu Val Ser Cys Ala Leu Pro Asp Ser Val Leu Arg 

1C 15 20 25 

AGA TTC GTA GTG CGG ACC ATG TGT GCG GTG CTA GGG CTC GTG GCC CGG 303 

Arg Phe Val Val Arg Thr Met Cys Ala Val Leu Gly Leu Val Ala Arg 

30 35 40 

CAG GAG GAC TCC GGA CTC CGG GAT CAC AGT GTC AGG GTC CTC ATT TCC 351 

Gin Glu Asp Ser Gly Leu Arg Asp His Ser Val Ar j Val Leu lie Ser 

45 50 55 

AAC CAT GTG ACA CCT TTC GAC CAC CAG 37 8 
Asr. His Val Thr Pro Phe Asp His Gin 
60 ■ 65 



(2: INFORMATION FOR SEQ ID NO: 247: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 381 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNE3S: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vii ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ D) DEVELOPMENTAL STAGE: Fecal 

(F) TISSUE TYPE: kidney 

iixi FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 33.. 181 

tC) IDENTIFICATION METHOD: blastn 
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(D) OTHER INFORMATION: identity H 

region 1 . .14 4 
. . id W60505 
est 

<ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 136.. 312 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 150 . . 276 

id W60505 

est 

lix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION : 305.. 346 

(CJ IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 100 

region 27C . . 311 

id W60505 

est 

;ix) FEATURE: 

(A) NAME /KEY: other 
(3) LOCATION: 38. .312 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 1 . .275 
id W60589 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 305.. 34 6 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 269. . 310 
id W60589 
est 

FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 32. .175 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 . . 14 4 
id R33763 
est 

fix) FEATURE : 

(A) NAME /KEY : ether 
(3) LOCATION: 176.. 251 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 36 

region 14 4.. 229 
ic R33763 
* est 



!>:) FEATURE: 

(A) NAME /KEY : other 
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(B) LOCATION: 263.. 312 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : _ identity 91 

region 23S . .282 

id R33763 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 305.. 337 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 27 . . 308 
id R33763 
est 

(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 33.. 176 

(C) IDENTIFICATION METHOD: blastn 

{ D) OTHER INFORMATION: identity 90 

region 3 14 6 

id"AA123856 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 181.. 346 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 88 . . 253 
id HSB31E112 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION : 93.. 181 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 55 

region 1 . . 89 
id H5331EU2 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 106.. 375 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.4 

seq SLVLLTVTPSXRQ/QE 



(:-:i; SEQUENCE DESCRIPTION: SEQ ID NO: 247: 



3ACTTCCC CCGGGCTGAG CTGCGCASGG GGTTTTGGCC AAATTGGGCG AGCGCACAAA ^ 60 

-.ACCACTT ACCCCTTCTC ACCGAGGAAG AGCGGGAGAA AGGGT ATG GCA CAG TCA 117 

Met Ala Gin Ser 
-90 



GGG TGG GTG RAA AGR TAC KTC AAG GCC TIT TIF AAA GGC TTC TTT 165 
Giy Trp Val Xaa Arg Tyr Xaa Lys Aia Phe C s Lys Gly Phe Phe 
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-85 -80 -75 

GTG GCG GTG CCT GTG GCA GTG ACT TTC TTG GAT CGG GTC GCC TGT GTG 213 
Val Ala Val Pro Val Ala Val Thr Phe Leu Asp Arg Val Ala Cys Val 
-70 -65 -60 -55 

GCA AG A GTA GAA GGA GCA TCG ATG CAG CCT TCT TTG AAT CCT GGG GGG 2 61 
Ala Arg Val Glu Gly Ala Ser Met Gin Pro Ser Leu Asn Pro Gly Gly 
-50 -45 -40 

AGC NAG TCA TCT GAT GTG GTG SDD DTG AAC CAC TGG AAA GTG AGG AAT 309 
Ser Xaa Ser Ser Asp Val Val Xaa Xaa Asn His Trp Lys Val Arg Asn 
-35 -30 -25 

TTT.GAA GTA CAC CGT GGT GAC ATT GTA TCA TTG GTG TTG CTC ACT GTG 357 
Phe Glu Val His Arg Gly Asp He Val Ser Leu Val Leu Leu Thr Val 
-20 -15 -10 

ACG CCC TCC ASC CGA CAA CAG GAG 33 1 

Thr Pro Ser Xaa Arg Gin Gin Glu 
-5 1 



[2) INFORMATION FOR SEQ ID NO: 248: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 321 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(i:<) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 11.. 158 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity S3 

region 11.. 158 
id H56585 
est 

(ix) FEATURE; 

(A) NAME/KEY: ether 
(3) LOCATION: 201.. 322 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 201 . . 322 
id H565S5 
est 

(ix.) FEATURE; 

(A) NAME /KEY : other 

(B) LOCATION: 151.. 322 

(C) IDENTIFICATION METHOD: blastn 
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(D) OTHER INFORMATION: identity 93 

region 119. .290 
. id AA147898 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 39. . 159 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 95 

region 8 . . 128 
id AA147898 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 201.. 322 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 98 

region 83. .204 
id R52248 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 170.. 202 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 93 

region 51 . .63 
id R52248 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 177.. 264 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 94 

region 87 . . 174 
id H54950 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 284.. 315 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 96 

region 192 . .223 

id H54950 

est 

(ix) FEATURE: 

(A) NAME/KEY; other 

(B) LOCATION: complement ( 199 . . 320 ) 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 95 

region 40 . .161 
id W22146 
est 



fix) FEATURE: 

(A) NAME /KEY : sig_peptide 
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(B) LOCATION: 67.. 135 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.1 

seq WLLVLS FVFGCNV/ LR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 248: 



AGCCGCTGTT GTTGTGGTCC CCATGGAGCT GCCGTAGCGG ACCCAGCACA GCCAGGAGCG 60 

TCCGGG ATG AGC TCA GCC GCG GCC GAC CAC TGG GCG TGG TTG CTG GTG 108 
Met Ser Ser Ala Ala Ala Asp His Trp Ala Trp Leu Leu Val 
-20 -15 -10 

CTC AGC TTC GTG TTT GGA TGC AAT GTT CTT AGG ATC CTC CKC CCG GBC 156 
Leu Ser Phe Val Phe Gly Cys Asn Val Leu Arg He Leu Xaa Pro Xaa 
-5 1 5 

YTC STM ATC STG CAK GTC CAG GGT GCT GCA GAA G'i.'i CGC GGA SAG GAG 204 
Xaa Xaa He Xaa Xaa Val Gin Gly Ala Ala Glu GLy Arg Gly Xaa Glu 
10 15 " 20 

TCA CAG ATG AG A GCG GAG ATC CAG GAC ATG AAG CAG GAG CTC TCC ACA 252 
Ser Gin Met Arg Ala Glu He Gin Asp Met Lys Gin Glu Leu Ser Thr 
" 25 30 35 

GTC AAC ATG ATG GAC GAG TTT GCC AGA TAT GCC AGG CTG GAN AGA AAG 300 
Val Asn Met Met Asp Glu Phe Ala Arg Tyr Ala Arg Leu Xaa Arg Lys 
40 45 • 50 55 

ATC AAC AAG ATG ACG GAT AAG 321 
He Asn Lys Met Thr Asp Lys 
60 



(2) INFORMATION FOR SEQ ID NO: 249: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 382 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 

lix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION : 196.. 382 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 10 . .196 
id HSC2EA12 1 
est 

Ux) FEATURE: 
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(A) NAME/KEY: other 

(B) LOCATION: 121.. 205 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 134 . .218 
id AA095017 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

( B ) LOCATION: 197.. 252 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 92 

region 209. .264 
id AA095017 
est 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 281.. 340 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8 

seq HVFFLLLLAHIIA/LE 



(xi) 


SEQUENCE DESCRIPTION: 


SEQ ID NO: 


249: 






GTTTTTGTTT 


GTGTGTGCGT 


GTTGTTGGCC 


TCCATCCCCA 


CTCCCCAGAC 


TCCACTTCTC 


60 


CAGGCCTCTC 


TCCCGCCTTT 


TCATCCCGCA 


TCCGCAGGAC 


ACCCAATCAC 


CGGGGCAACA 


120 


GGATGCCTTC 


CGCGCCTTCC 


ACCCTGACCT 


GGAATTCGTG 


G1CAAGTTCT 


TGAAACCCCT 


180 


GCTGATTGGT 


GAACTGGCCC 


CGGAGGAGCC 


CAGCCAGGAC 


CACGGCAAGA 


ACTCAAAGAT 


240 


CACTGAGGAC 


TTCCGGGCCC 


TGAGGAAGAC 


GGCTGAGGAC 


A7G AAC CTG 
Met Asn Leu 


TTC AAG 
Phe Lys 


295 



-20 

ACC AAC CAC GTG TTC TTC CTC CTC CTC CTG GCC CAC ATC ATC GCC CTG 34 3 

Thr Asn His Val Phe Phe Leu Leu Leu Leu Ala His lie lie Ala Leu 
-15 -10 - 5 i 

GAG AGC ATT GCA TGG TTC ACT GTC TTT TAC TTT GGC AAT 382 

Glu Ser lie Ala Trp Phe Thr Val Phe Tyr Phe Gly Asn 

5 10 



(2) INFORMATION FOR SEQ ID NO: 250: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 298 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
<D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
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■ (F) TISSUE TYPE: Dystrophic muscle* 

(ix) FEATURE: \ 

(A) NAME/KEY: other 

(B) LOCATION: 80 ..300 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 101 . . 321 

id H21228 
est 

.{ix) FEATURE: 

(A) NAME /KEY: other 

<B) LOCATION: 60'.\ 300 

(C) IDENTIFICATION METHOD: blastn 

■ (D) OTHER INFORMATION: identity 100 

region 117 . . 357 
id R72127 
est 

(ix) FEATURE: 

( A ) NAM E / KE Y : other 

(B) LOCATION: 19. . 59 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 77 . . 117 
id R72127 
est 



(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 60.. 204 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 63 . . 207 
id H18908 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 195.. 269 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 199. .273 

id H18908 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 19.. 59 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 23 . .63 
id H18908 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 65.. 203 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 
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region 144 . . 282 

id W93461 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 19.. 59 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region. 98 . . 138 ■ 

id W93461 

est 

(ix)" FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 252.. 288 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 333. .369 

id W93461 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 228.. 259 

'(C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 90 

region 303. .339 

id W93461 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 136.. 300 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 93. .257 
id HUM085F04B 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 170.. 241 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.9 

seq LLLPRVLLTMASG/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 250: 



AATCACGTGG CTGCCACCCA GGGGCATTCT TCGGGGGTGC ATCAGAGGGA GGGCAGAGCC 60 

TGAGGATCTA AGCGAAGGCT TCCCCGGGTG TAATTTCCTG GGCTGTTTGT GAGGAGAGAT 120 

CGAATTCGCC TCCTGCTCTC AGGCCTCTCT GCTCCTGTCT TTTGTTTGG ATG CCG GCG 178 

Met Pro Ala 

CTG CTG CCT GTG GCC TCC CGC CTT TTG TTG CTA CCC CGA GTC TTG CTG 22 6 
Leu Leu Pro Vai Ala Ser Arg Lea Loo Leu Leu Fro Arg Val Leu Leu 
-20 -15 -10 
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ACC ATG GCC TCT GGA AGC CCT CCG ACC CAG CCC TCG CCG GCC TCG GAT 
Thr Met Ala Ser Gly Ser Pro Pro Thr Gin Pro Ser Pro Ala Ser Asp 
-5 1 5 10 



274 



TCC GGC TCT GGC TAC GTT CCG GGC 
Ser Gly Ser Gly Tyr Val Pro Gly 
15 



298 



(2) INFORMATION FOR SEQ ID NO: 251: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 288 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 



(ix) FEATURE: 

{A) NAME /KEY : other 

(3) LOCATION: 1..286 

<C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .28 6 
id HUM085F04B 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 147.. 245 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 57 

region 167 . .265 
id R64509 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 99, . 161 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region lie . . 160 

id R64509 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 245- .286 

(C) IDENTIFICATION METHOD: blastn 

( Di OTHER INFORMATION: identity 100 

region 265 . . 307 

id R64509 

est 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 147 . .262. 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 182 . .297 

id H85714 

est 

(ix) FEATURE: 

(A) NAME/KEY : other 

(B) LOCATION: 99. . 161 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 133 . . 195 

id H85714 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 95.. 286 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 159. . 350 

id H21228 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 201.. 286 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 96 

region 151 . . 236 
id AA009893 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 143.. 206 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 97 . . 155 
id AA009893 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 9 v.. 160 

iC) IDENTIFICATION METHOD: blastn 

(DJ OTHER INFORMATION: identity 91 

region 4 9. .110 
id AA009893 
est 

(ix) FEATURE: 

I A) NAME/KEY: sig_peptide 
[B; LOCATION: 1..198 

;c: IDENTIFICATION METHOD: Von Heijne matrix 
ID) OTHER INFORMATION : score 7.9 

seq LLLPRVLLTMASG/SP 



WO 99/06554 

226 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 251: 



PCT/IB98/01238 



ATG ATA GGG TCG 
Met lie Gly Ser 
-65 

TCT ACT GTC ACA 
Ser Thr Val Thr 
-50 

CAG GCC TCT CTG 
Gin Ala Ser Leu 



GTG GCC TCC CGC 
Val Ala Ser Arg 
-15 

TCT GGA AGC CCT 
Ser Giy Ser Pro 
1 

GGC TAC GTT CCG 
Gly Tyr Val Pro 
" 15 



GGA TTG GCT GGC TCT 
Gly Leu Ala Gly Ser 
-60 

TGG TGC GCG CTG TTT 
Trp Cys Ala Leu Phe 
-45 

CTC CTG TCT TTT GTT 
Leu Leu Ser Phe Val 
-30 

CTT TTG TTG CTA CCC 
Leu Leu Leu Leu Pro 
-10 

CCG ACC CAG CCC TCG 
Pro Thr Gin Pro Ser 
5 

GGC TCG GTC TCT GCA 
Gly Ser Val Ser Ala 

" 20 



GGA GGC GCA GGT 

Gly Gly Ala Gly 
- o ^ 

TCT AAT CAC GTG 

Ser Asn His Val 
-40 

TGG ATG CCG GCG 

Trp Met Pro Ala 
-25 

CGA GTC TT'J CTG 

Arg Val L-.- : Leu 



CCG GCC TCG GAT 
Pro Ala Ser Asp 

10 

GCC TTT GTT ACT 
Ala Phe Val Thr 
25 



GGT CCT TCT 4 8 

Gly Pro Ser 



GCT GCM ACC 96 
Ala Ala Thr 
-35 

CTG CTG CCT 14 4 
Leu Leu Pro 
-20 

ACC ATG GCC 192 
Thr Met Ala 
-5 

TCC GGC TCT 240 
Ser Gly Ser 



TGC CCC AGG 23 8 
Cys Pro Arg 
30 



(2) INFORMATION FOR SEQ ID NO: 252: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 322 base pairs 
{ B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 



(ii) M3LICULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

\0) DEVELOPMENTAL STAGE: Fetal 

{ F) TISSUE TYPE: kidney 

(ix) FEATURE : 

(A) NAME /KEY : other 

(3) LOCATION: 32.. 319 

!C) IDENTIFICATION METHOD: blastn 

(DJ OTHER INFORMATION : identity 99 

region 53. . 340 
id AA056365 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 32. .319 

(C) IDENTIFICATION METHOD: blastn 

(Di OTHER INFORMATION: identity 99 

region 80 . . 367 
id R770C8 
est 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 32. .223 

(C) IOENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 77 . .263 
id W75983 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 223.. 319 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 269 . . 365 

id W75983 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 32.. 223 

(C) IDENTIFICATION METHOD: blasrn 

(D) OTHER INFORMATION : identity 93 

region 123 . . 320 

id W39055 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION : 223.. 319 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 321 . . 417 

id W39055 

est 



(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 32.. 236 

(C) IDENTIFICATION METHOD: blastn 

[D) OTHER INFORMATION: identity 93 

region 84 . . 283 
id N48534 
est 



(ix) FEATURE: 

(A) NAME/ KEY : other 
(9) LOCATION: 264 . . 319 

(C) IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION: identity 92 

region 313. . 373 
id N48534 



(ix) FEATURE: 

(A) NAME /KEY : sic_peptide 
(3) LOCATION: II..B2 

(C) IDENTIFICATION METHOD: Von Heijr.e matrix 

(D) OTHER INFORMATION: score 7.9 

seq LLLPP.7L1TMASG/S ? 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 252: 



ATTTGTTTGG ATG CCG GCG CTG CTG CCT GTG GCC TCC CGC CTT TTG TTG ' 4 9 
Met Pro Ala Leu Leu Pro Val Ala Ser Arg Leu Leu Leu 
-20 -15 

C?A CCC CGA GTC TTG CTG ACC ATG GCC TCT GGA A - ; CCT CCG ACC CAG 97 
Leu Pro Arg Val Leu Leu Thr Met Ala Ser Gly Ser Pro Pro Thr Gin 
-10 -5 - 1 5 

CCC TCG CCG GCC TCG GAT TCC GGC TCT GGC TAC GTT CCG GGC TCG GTC 14 5 
Pro Ser Pro Ala Ser Asp Ser Gly Ser Gly Tyr Val Pro Gly Ser Val 
10 15 - 20 

TCT GCA GCC TTT GTT ACT TGC CCC AAC GAG AAG GTC GCC AAG GAG ATC " 193 
Ser Ala Ala Phe Val Thr Cys Pro Asn Glu Lys Val Ala Lys Glu lie 
25 30 35 

GCC AGG GCC GTG GTG GAG AAG CGC CTA GCA GCC TGC GTC AAC CTC ATC 24 1 
Ala Arg Ala Val Val Glu Lys Arg Leu .Ala Ala Cys Val Asn Leu lie 
40 . ■ 45 50 

CCT CAG ATT ACA TCC ATC TAT GAG TGG AAA GGG AHG ATC GAG GAA GAC 28 9 
Pro Gin He Thr Ser He Tyr Glu Trp Lys Gly Xaa He Glu Glu Asp 
55 60 65 

AGT GAG GTG CTG ATG ATG ATT AAA ACC CAA GCG 322 
Ser Glu Val Leu Met Met He Lys Thr Gin Ala 
70 75 80 



(2) INFORMATION FOR SEQ ID NO: 253: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 395 base pairs 

(5) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
{ D) TOPOLOGY; LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

i D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE; kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 
{3} LOCATION: 138.. 193 
• (CI IDENTIFICATION METHOD: blastn 

[D] OTHER INFORMATION: identity 100 

region 247 . . 302 
id T80036 
est 

(i:<) FEATURE: 

(A) NAME /KEY : sig_peptide 
tS) LOCATION: 33- .30*3 
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{C} IDENTIFICATION METHOD: Von Hei^ne matrix 
(0) OTHER INFORMATION : score 7.6 

. seq FLLLT VALLAS YS / VH 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 253: 

AAGATGGAAC TGGTAGTCAG CTGGAGAGCA GC ATG GAG GCG TCC TGG GGG AGC 53 

Met Glu Ala Ser Trp Gly Ser 
-90 

TTC AAC GCT GAG CGG GGC TGG TAT GTC TCT GTG CAG CAG CCT GAA GAA 101 
Phe Asn Ala Glu Arg Gly Trp Tyr Val Ser Val Gin Gin Pro Glu Glu 
-85 -80 -75 -70 

GCG GAG GCC GAA GAG TTG AGT CCG TTG CTA AGC AAC GAA CTT CAC AGA 14 9 
Ala Glu Ala Glu Glu Leu Ser Pro Leu Leu Ser Asn Glu Leu His Arg 
-65 -60 -55 

CAG CGA TCC CCA GGT GTT TCA TTT GGT TTA TCA GTZ TTT AAT TTG ATG 197 
Gin Arg Ser Pro Gly Val Ser Phe Gly Leu Ser V = l Phe Asn L-u Me- 
"50 -45 -&o 

AAT GCC ATC ATG GGA AGT GGC ATC CTT GGC TTA GCT TAT GTT ATG GCT 24 5 
Asn Ala He Met Gly Ser Gly He Leu Glv Leu Ala Tyr Val Mpc Ala 
-35 -30 -25 

AAT ACC GGT GTC TTT GGA TTT AGC TTC TTG CTG CTG ACA GTT GCT CTC 293 
Asn Thr Gly Val Phe Gly Phe Ser Phe Leu Leu Leu Thr Val Ala Leu 
-20 -15 _ 10 

CTG GCT TCT TAC TCA GTC CAT CTT CTG CTT AGT ATG TGT ATT CAG ACA 341 
Leu Ala Ser Tyr Ser Val His Leu Leu Leu Ser Met Cys He Gin Thr 
~ 5 1 3 io 

GCT GTA ACA TCT TAT GAA GAT CTT GGA CTC TTT GCA TTT GGA TTA CCT 33 9 
Ala Val Thr Ser Tyr Glu Asp Leu Gly Leu Phe Ala Phe Gly Leu Pro 
15 20 25 



GGA CTG 
Gly Leu 



395 



(2) INFORMATION FOR SEQ 10 NO: 254: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 134 base pairs 

(B> TYPE: NUCLEIC ACID 

(CJ STRAMDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(v.) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
(F) TISSUE TYPE: Heart 

Ii-.; FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 13.. 132 
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(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

. region 1 . . 115 
id T10447 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 78 . . 128 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 7.6 

seq FFLLLP.v FLRIDG/VP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 254: 



ATTTTGAAoA AGTTCTCCTT TTTGAGGATG AACTTCATGA TCATGGAGTT TCAAGCCTGA 



60 



GTGTGAAGAT TAGAGTA ATG CCT TCT AGC TTT TTC CTG CTG TTG CGG TTT 110 
Met Pro Ser Ser Phe Phe Leu Leu Leu Arg Ph<* 
-15 -io 

TTC TTG AGA ATT GAG GGG GTG CCG 134 
Phe Lea Arg lie Asp Gly Val Pro 
-5 1 



(2) INFORMATION FOR SEQ ID NO: 255: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 337 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNE3S: DOUBLE 
( 0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 44., 276 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION : identity 9S 

region 1 . . V33 
id N83501 
est 

{i:0 FEATURE: 

(A) NAME/ KEY : other 
(3) LOCATION : 51. .276 

(C) IDENTIFICATION METHOD: blastn. 

(D) OTHER INFORMATION : idencity 92 

region 15 . .240 
id N56130 
est 
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(A) NAME/KEY: other 

(B) LOCATION: 69.. 216 

(C) IDENTIFICATION METHOD: blastn 

( D) OTHER INFORMATION: identity 95 

region 23 . . 170 
id R57553 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION : 46.. 75 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 96 

region 1 . . 30 
id R57553 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(3} LOCATION: 58!'. 142 

(C) IDENTIFICATION METHOD: blastn 

{ D) OTHER I M FQ RMA T 1 0 N : ident i t y y - j 

region 4 2. .12 6 
id R57171 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 18.. 56 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 1 . . 39 
id R57171 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 142.. 182 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9 5 

region 97 . .137 
id N88966 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 49.. 83 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity \'}Q 

region 1 . . j5 
id N38966 
est 



(ix; FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 200.. 256* 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.6 

seq FIVGZYFLSSCRA/EE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 55: 
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AGTCTTTGTC CTGAGCCCAC GATTCCAGAG CTGGCTGGAC C-AAGGAGGT GAAGAGTCAC 60 

TTTTCAGCCC CAGGAAGGGC AAAGAAGAGA GARAATCAGC GTGTCTGCTC TCTCCT-TGGC 120 

TCAACAAGGC CTCTAACAGT CTTCTGTCCT CTATTCTGCA CACGGCATAT TTGGGAACGA 180 

GAAACAAAAG TTTTCCCAA ATG AAG AGA ACT CAC TTG TTT ATT GTG GGG ATT 232 

Met Lys Arg Thr His Leu Phe He Val Gly lie 
-15 -10 

TAT TTT CTG TCC TCT TGC AGG GCA GAA GAG GGG CTT AAT TTC CCC ACA 280 
Tyr Phe Leu Ser Ser Cys Arg Ala Glu Glu Gly Leu Asn Phe Pro Thr 

-5 15' 

TAT GAT GGG AAG GAC CGA GTG GTA AGT CTT TCC GAG AAG AAC TTC AAG 328 
Tyr Asp Gly Lys Asp Arg Val Val Ser Leu Ser Glu Lys Asn Phe Lys 
1.0 15 20 

CAG GTT TTA 337 
Gin Val Leu 
25 



(2} INFORMATION FOR SEQ ID NO: 256: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 327 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Heme Sapiens 
(?) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 98.. 223 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 57 . . 182 
id AA019348 
est 

(ix) FEATURE: 

(AJ NAME/KEY: other 
(3) LOCATION: 215.. 329 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 17 3. .287 
id AA0193^!3 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 4 3 . . 98 



WO 99/06554 PCT/IB98/01238 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 1 . . 56 
id AA019348 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 98.. 217 

• (C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 99 

region 57 . .176 
id AA013099 
est 

(ix) FEATURE: 

(A) NAME/ KEY : ocher 

(B) LOCATION: 211 . .329 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 171 . . 289 
id AA013O9Si 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 43.. 98 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 1 . . 56 
id AA013099 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 215.. 319 

<C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION : identity 98 

region 130.. 234 

id R54717 

est 

(ix) FEATURE: 

(A) NAME/E\EY: other 

(B) LOCATION: 14 2.. 223 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 95 

region 58 . .139 
id R54717 
est 



i y 1 



FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 95.. 149 

(CI IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 92 

region 10 . .64 
id R54717 



{ix) FEATURE: 
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(A) NAME/KEY: other 

(B) LOCATION: 105.. 173 

(C) IDENTIFICATION METHOD: blastr. 

(D) OTHER INFORMATION : * identity 93 

region 1 . . 69 
id AA112675 
est 

(i:<) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 215.. 267 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 103 . . 160 
id AA112675 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 296., 329 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 185. .218 
id AA112675 
est 

(ix) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 167.. 196 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 

region 62 . . 91 
id AA112675 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 38. .223 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 3 . . 138 
id H27167 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 215. .319 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 129... 233 

id H27167 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 145.. 213 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 7.< 

seq VLLLAALPPVLLP/GA 

•:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 256: 
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AGAGTGTTCG CCGCCGCCGC GGCCGCCACC IGGAGTTTCT TCAGACTCCA GATTTCCCTG 60 

TCAACCACGA GGAGTCCAGA GAGGAAACGC GGAGGAGACA ACAGTACCTG ACGCCTCTTT 120 

CAGCCCGGGA TCGCCCCAGC AGGG ATG GGC GAC AAG ATC TGG CTG CCC TTC 171 

. Met Gly Asp Lys lie Trp Leu Pro Phe 
-20 -15 

CCC GTG CTC CTT CTG GCC GCT CTG CCT CCG GTG CTG CTG CCT GGG GCG 219 
Pro Val Leu Leu Leu Ala Ala Leu Pro Pro Val Leu Leu Pro Gly Ala 
-10 -5 1 

GCC GGC TTC ACA CCT TCC CTC GAT AGC GAC TTC ACC TTT ACC CTT CCC 267 
Ala Gly Phe Thr Pro Ser Leu Asp Ser Asd Phe Thr Phe Thr Leu Pro 
5 10 15 

GCC GGC CAG AAG GAG TGC TTC TAC CAG CCC ATG CCC CTG RAG GCC TCG 315 
Ala Gly Gin Lys Glu Cys Phe Tyr Gin Pro Met Pro Leu Xaa Ala Ser 
20' 25 J0 

CTG GAG ATC GAG 327 
Leu Glu lie Glu 
35 



(2) INFORMATION FOR SEQ ID NO: 257: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 476 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 
{DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A} NAME /KEY : ocher 
{3} LOCATION: 166.. A 15 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 96 

region 1 . .250 
id HSU5237D 
est 

(ix) FEATURE: 

(A) NAME /KEY : ether 
(3) LOCATION: 13 2.. 337 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 94 

region 155 . .311 

id T35951 

est 
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(ix) ■ FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 32.. 132 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 7 . .107 
id T35951 
est 



fix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 136.. 193 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 109 . . 166 
id T35951 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 

{ B) LOCATION: 1B2..328 
/ n \ t rvn\MTT .rrrnTTCM mpti. 

(D) OTHER INFORMATION: identity 92 

region 156 . , 302 
id T35949 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 32.. 132 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 7 . .107 
id 735949 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 136.. 193 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 109. . 166 

id T35949 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 233.. 409 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 53 . . 229 
id W17267 
est 



(ix) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 401.. 476 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity • 

region 22: . .295 
id W17267 
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est 

(ix) FEATURE : 

(A) NAME /KEY: other 

(B) LOCATION: 182.. 399 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORMATION: identity 96 

region 54 . .271 
id HSC34G011 
est 

(ix) FEATURE : 

(A) NAME/KEY: other 
(3) LOCATION: ' 136. . 192 
(C) IDENTIFICATION METHOD: blastn 
(DJ OTHER INFORMATION : identity 95 

region 7 . . 53 

id HSC34G011 

est 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: 306." 4.16 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 7.3 

seq LLSAC L VTLWGLG / E P 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO; 257; 

AATTCATTTT TCACTCCTCC CTCCTAGGTC ACACTTTTCA GAAAAAGAAT CTGCATCCTG 

GAAACCAGAA GAAAAATATG AGACGGGGAA TCATCGTGTG ATGTGTGTGC TGCCTTTGGC 120 

TKWGTGTGTK GAAGTYCCKG CTCAGGTGTT AGGTACAGTG TGTTTGATCG TGGTGGCTTG 180 

AGGGGAACCC GCTGTTCAGA GCTGTGACTG CGGCTGCACT CAGAGAAGCT GCCCTTGGCT 2-10 

GCTCGTAGCG CCGGGCCTTC TCTCCTCGTC ATCATCCAGA GCAGCCAGTG TCCGGGAGGC 300 

ADVNG ATG CCC CAC TCC AGC CTG CAT CCA TCC ATC CCG TGT CCC AGG GG T 
Me, Pro his Ser Ser Leu His Pro Ser lie Pro Cys Pro Arg Gly 
-35 -30 _ 25 

G?v Sff rf ^ GCC ?TG GTT CTG CTG AGT GCC TGC CTG GTG 

His Gly Ala Gin Lys Ala Ala Leu Val Leu Leu Ser Ala Cys Leu Val 

" 20 _ i0 

ACC CTT TGG GGG CTA GGA GAG CCA CCA GAG CAC ACT CTC CGG T*C CTG 
Thr .eu Trp Gly Leu Gly Glu Pro Pro Glu His Thr Leu Arg 7 f r Su 

GTG CTC CAM CTA GCC TCC CTG CAG CTG GGA , , „ 

val Leu Xaa Leu Aia Ser Leu Gin Leu Gly 
15 20 



(2) INFORMATION FOR SEQ ID NO: 253: 
(i) SECVEMCE CHARACTERISTICS : 



60 
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446 
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(A) LENGTH: 220 base pair S 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNE5S: DOUBLE 
. . (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(?) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/KEY: other 
<B) LOCATION : complement { 28 . 221) 
<C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 98 

region 32. .225 
id AA025879 
est 

(ix} FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 1 . . i 54 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 97 . . 250 
id N33067 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(5) LOCATION: complement (144 . .221) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 31 . . 103 
id N33057 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION:" complement ( 1 22 1 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 98 

region 31 . .251 
id AA132495 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 
(9) LOCATION: complement (1 221) 
•C) IDENTIFICATION METHOD: blastn 
ID) OTHER INFORMATION: identity *98 
- ■ region 31. .251 

id AA06354 5 
est 

(ix) FEATURE: 

(Aj NAME/KEY: other 
(3) LOCATION: complement ( 23 22M 
(C- IDENTIFICATION METHOD: blastn 
OTHER INFORMATION: iden"ity " 
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region 47 . . 240 
id N99132 
. est 

(ix} FEATURE: 

(A) NAME/KEY: sig_peptide 
(E) LOCATION: 59.. 145 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: ' score 7.3 

seq HLLLLLLPAPTLK/GL 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 253: 

ACACTCGGGC CCCACTCAAG GATGTAGGGC CTTTTCTGGC CCCTGACCCC TCCCTGGC 

^ l GG CGG GGC TGG CCT TGG GAG G - CGG CAG GGG CAT 

Met Gly Ala Trp Gly Arg Gly Trp Pro Trp Glu Giu Arg Gin Gly nil 
-25 -20 _ 15 

CAC CTC CTT CTG CTG CTT CTC CCT GCT CCT ACC CTC AAG GGC CTG GGG 
r.is Leu Leu T.fiu T <=m T.on Ton d*-~ * i _ rv.__ ~. . 

-io — — tiW riJ "5 riU in ~ Leu Lys Ul y Leu G1 y 

G ?I GGC G f G G?G CCT CTA TGC CC - TCT GGG GGT CTC AGC CCA CTG C t G 
nia A1 * Gin Lea Pro Leu Cys Pro Ser Gly Gly Leu Ser Pro Leu Leu 
5 X0 is 



58 
106 

154 

202 



ACA CTT CTG CAA TCC GGG 

Thr Leu Leu Gin Ser Gly " 220 
20 25 



(2) INFORMATION FOR SEQ ID NO: 259: 

(il SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 428 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS; DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE; 

(A) NAME /KEY : other 

(B) LOCATION: 56.. 429 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 65 . . 433 
id W27019 
est 

(ix) FEATURE: 

(A) NAME/KEY: otner 

<B) LOCATION: co-pienen t ( 7 9 . . 4 2 9 ) 
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(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

. region 91. . 441 
.id W26733 
est 



(ixj FEATURE : 

. ..(A) NAME/KEY: other 
(B) LOCATION: 284.. 390 
<C) IDENTIFICATION METHOD: blastn 
<D) OTHER INFORMATION : identity 92 

region 343 . .44 9 

id W85233 

est 



GTT GTT GTA CTG GTT TTG GGA TAT GTT TAC AG A GC AAG GTG G*A 
v'al Val Val Val Val Leu Gly Tyr Val Tyr Arg Ai, Lys Val Giu Asn 



30 35 



GAG GTT GAT CGC AGC ATT CAG AAA GTG TAT AAG 
Glu Val Asp Arg Ser lie Gin Lvs Val Tyr Lvs 
40 4 3 * 



107 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide ■ 

(B) LOCATION: 57.. 281 

<C) IDENTIFICATION METHOD : Von Heijne matrix 
(D) OTHER INFORMATION: score 7.2 

seq LLFIIGLIGCCAT/IR 

(xi) SEQUENCE DESCRIPTION: SEQ IC NO: 255: 

ACTCTCGGTG AGCGCRSCCC GCTCTCCGGG CCGGGTCTTC GCGGGCCACC GGCGCC ATG 59 

Met 
-75 

GGC CAG TGC GGC ATC ACC TCC TCC AAG ACC GTG C?r GTC TT T CTC AA- 
Gly Gin Cys Gly lie Thr Ser Ser Lys Thr Val Leu Val Phe Leu Asn 
- ?0 "65 , 60 

CTC ATC TTC TGG GGG GCA GCT GGC ATT TTA TGC TAT GTG GGA GCC TAT 15s 
Leu lie Phe Trp Gly Ala Ala Gly He Leu Cys Tvr Val Gly Ala Tvr 
-55 -50 -45 

GTC TTC ATC ACT TAT GAT GAC TAT GAC CAC TTC TTT GAA GAT G T G TAC 2C3 
Val Phe lie Thr Tyr Asp Asp Tyr Asp His Phe Phe Glu Aso Val Tvr 
-40 -35 -3o * 

ACG CTC ATC CCT GCT GTA GTG ATC ATA GCT GTA AGA GCC CTG CTT -TC 
Thr Leu lie Pro Ala Val Val He lie Ala Val Arg Ala Leu Leu Ph« 
-2o -20 _ 15 

ATC ATT GGG CTA ATT GGC TGC TGT GCC ACA ATC CGG GAA AGT CGC TGT 29 9 
lie lie Gly Leu lie Gly Cys Cys Ala Thr lie Arg Glu Ser Arg Cys 
~ lu -5 1 5 

GGA CTT GCC ACG TTT GTC ATC ATC CTG CTC TTG GTT TTT GTC ACA G" 34 7 
uly Leu Ala Thr Phe VaL lie lie Leu Leu Leu Val Phe Va" Th-' G'u 
" 15 20 * 



33: 



428 
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(2) INFORMATION FOR SEQ ID NO: 260: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 425 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNES5; DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Saoiens 

(D) DEVELOPMENTAL STAGE ; Fetal 

(F) TTSSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 167.. 425 

<C> IDENTIFICATION METHOD : blastn 
<D> OTHER INFORMATION: identity 97 

region 106. .364 
id N39913 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 63.. 170 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 1 , . 103 
id N39913 
est 

(ix) FEATURE; 

(A) NAME /KEY : other 
(3) LOCATION: 61. . 138 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 96 

region 39. . 165 
id HUM52 7C01B 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION ; 183.. 303 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 94 

region 165. .230 
id HUM527C01B 
est 

(ix) FEATURE: 

(A) NAME/KEY : other 

(3) LOCATION: 24.. 61 

lO IDENTIFICATION METHOD: blastn 

[0) OTHER INFORMATION: identity 100 

region 1 . . 38 
id HUM527C013 
est 
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(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 81. .275 

<C) IDENTIFICATION METHOD : Von Heiine matrix 
10) OTHER INFORMATION: score 7 ' ' 

seq IGHFLCLVILVYC/AE 
Cxi) SEQUENCE DESCRIPTION : SEQ ID NO: 250: 

AAGAGGATTT GGCGCCCTCC TCTGTGGATT CTGGCCAGGC CGGGTTCGGC GGTTGCTGTG 60 

AGAGCGGGCT TCCCAACACC ATG CCG KCC GCC TTC TCT GTC AGC TCT TTC CCC 1^3 

Met Pro Xaa Ala Phe Ser Val Ser Ser Phe Pro 
-65 -go _ 55 

ST J GC r 1 C ^ A ° TC CAG ACG GAC TGG ACT GAG CCC TGG 

Val Ser lie Pro Ala Val Leu Thr Gin Thr Asp Tro Thr Glu Pro Tro 

- 50 -45 * _ 40 * 

CTC ATG GGG CTG GCC ACC TTC CAC GCG CTC. rnr r-rr- ^ ^ _ 

.eu Met Giy Leu Ala Thr Fne His Ala Leu Cys V -; 1 Leu Leu ?hr Cvs 

-30 . 25 

TTG TCC TCC CGA AGC TAG AG A CTA CAG ATC GGG CV; TTT CTG TGT CTA 
Leu Ser Ser Arg Ser Tyr Arg Leu Gin lie Giy K i* Phe Leu Cys Leu 

-15 _ 10 

GTC ATC TTA GTC TAC TGT GCT GAA TAC ATC AAT GAG GCG GCT GCG ATG 305 
Val lie Leu Val Tyr Cys Ala Glu Tyr lie Asn Glu Ala Ala Ala Met 
~ 5 1 5 10 



161 



^u5 



257 



AAC TGG AGA TTA TTT TCG MAA TAC CAG TAT TTC G/,0 TCC AGG GGG ATG 
■--sn Trp Arg Leu Phe Ser Xaa Tyr Gin Tyr Phe A, P Ser Arg Giy Met 



15 20 



25 



:TC ATT TCT ATA GTA TTT TCA GCC CCA CTG CTG GTG AAT GCC ATG *TC 
?he lie Ser ile Val Phe Ser Ala Pro Leu Leu Val Asn Ala M -r i"l* 
30 35 , c 

ATT GTG GTT ATG TGG GTA TGG AAG 
He Val Val Met Trp Val Trp Lvs 
43 50 



353 



401 



425 



(2) INFORMATION FOR SZQ ID NO: 261: 

fi) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 213 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDE0NES3: DOUBLE 

(D) TOPOLOGY : LINEAR 

(11; MOLECULE TYPE: CDNA 

(vi; ORIGINAL SOURCE: 

{A} ORGANISM: homo Sapiens 

:D) DEVELOPMENTAL STAGE: Fetal 

{-) TISSUE TYPE: kidney 
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(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 133, .165 ' 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 11 . .43 
id HUM153A053 
esc 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION; 136.. 177 

Jm ™I IFICATI0N MZTHO0 ' : V ™ He ^ matrix 
(DJ OTHER INFORMATION: score 6.7 

seq LLLSLFFPLRISL/SP 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 261: 

ATTTTTCTCC GG7ACAGCCT GGGAACGTAG GTCCCGCGCC TGTGATAAGT AAGGTTGGAT 60 

TTTCTCT'TCC CTGAGGTGAA GGATGCCCGG RAGSCCTCGG CAGGACCGCG CGCAMCGGG 120 

CCTTCTGCCC AAAAG ATG CTG CTT CTC TCC TTA TTC TTT CCC CTC AG A ATC 171 
Met Leu Leu Leu Ser Leu Phe Phe Pro Leu a-g i» e 
-10 -5 " 

TCG CTG TCT CCT TCC AAC CAC CTG TGG TCG GCA TCC TCC GGG 213 
Ser Leu Ser Pro Ser Asn His Leu Trp Ser Ala Ser Ser Gly 



10 



(2) INFORMATION FOR SEQ ID NO: 262: 

(i) SEQUENCE CHARACTERISTICS: 

(A! LENGTH: 321 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNE3S: DOUBLE 
( DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

U'l) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: 16,. 319 

(C) IDENTIFICATION METHOD : blastn 

(C) OTHER INFORMATION : identity 93 

region I . .304 
id KSC26A021 
est 

(i:<! FEATURE]: 

'A) NAME /KEY : ocner 
13) LOCATION: 17.. 174 
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(C) IDENTIFICATION METHOD : blastr. 

(D) OTHER INFORMATION: identity ^5 

. region 1 . . 158 
id W07871 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION; 205.. 3X9 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 192. . 306 

id W07871 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 174.. 203 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 159 . .188 

id -WO 7-0 71 

e^t 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 169.. 305 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 14-1 . . 280 

id T75539 

est 

(ix) FEATURE : 

(A) NAME/KEY: other 
(3) LOCATION: 64.. 172 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 41 .'.14 9 
id T75539 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 175.. 319 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 161 . . 305 

id H94774 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 24., 165 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 10. . 151 
id H94774 
est 



(ix) FEATURE: 
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(A) NAME/KEY; other 
(3) LOCATION: 228.. 319 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 203. .294 
id W89738 
est 

(ixi FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 43.. 102 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 22 . . 31 
id W89738 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig__peptide 
(3) LOCATION: 82. . 150 

(C) IDENTIFICATION METHOD: Von Heijn- matrix 

(D) OTHER INFQRMATTriM. „«™ c r 

— — > • . WS-WJ-C U.U 

seq LILVLQLLLRIRR/NR 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 262: 
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ACTCGCACCC GGAACAACAA AGCAAGGAAG ACGGAGTCCG AGCCTCGGGG GCTCCTAGCA 60 

ACGGGCCGGG GCGGGAGTTC C ATG GAG ACT GGG GAG CGC GCC CGT CT C ATC 111 

Met Glu Thr Gly Glu Arg Ala Arg Leu lie 
"20 _ 15 

CTC ATC CTT GTC CTC CAG CTT CTC CTT CGC ATC CGA CGC AAC CGC CAG 
Leu lie ,eu ^ Leu Gin Leu Leu Leu Arg lie Arc, Arg Asn Arg Sr 
-10 - 5 l 

CAG CGC TGC SCC GCG TCC TCA GCC ACC GCT CCC T TCC G „ . GT 

Gin Arg Cys Xaa Ala Ser Ser Ala Thr Ala Pro S- ;; 3er His cly c" 



GAT CTT CG 



Aso Le- t"l c7 ?? ^ TTT *** ACC ACC CCA ATG <5AT CCA 

Asp Leu Arg Gly Gly Lys Leu Asn Phe Lys Thr Thr Pro Met Aso Ala 

20 30 " 35 

GAC AG? GAT GTT GCA TTG GAC ATT CTA ATT ACA AAT GTA GTC qtt 

SSr V ^ Ala ^ ^9 He Leu He Thr Asn Val vll C^s Val 



40 45 



50 



159 



207 



255 



303 



TTT AGA ACA AGA TGT CGG 

Phe Arg Thr Arg Cys Arg 32 1 

55 



(2) INFORMATION FOR SEQ ID NO: 263: 

:i) SEQUENCE CHARACTERISTICS: 

fA) LENGTH: 325 base pairs 
(3) TYFE: NUCLEIC ACID 
!C) STRANDEDNE5S: DOUBLE 
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(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

{A} ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2., 88 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 18. . 104 
id R56970 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 128.. 250 

(C) IDENTIFICATION METHOn * u*<-;~ a 

(D) OTHER INFORMATION: s.ore'V'J * ' "~ 

sea ILGCSSVCQLCTG/RQ 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 263: 

AGGAGTTAAG AAATGTCGTT CTTCAGATTT AAAAAGAAAA CCTTTACTGA ATCAGCTGAG 60 

TGTTAATAAT ACGAATTTCC TTKTCNTGCC AATKCDRMYC TGRDDCAGRA RATCSNWGAA 120 

CAGGGWT ATG TGT GGA TTW YAG TTT TCT CTG CCT TGC CTA CG^ C~G TTT 

Met Cys Gly Xaa Xaa P he Ssr Leu Pro c/s llu Ar g HI ^ 

~ 35 -30 



Su 5" 511 S Z Tvr Xal J™ 7™ ™ CTC ° AC ™ *™ ™ 
vai Thr Cys Tyr Xaa Leu Leu Leu Leu His Lys Glu II- L*u 

"2- -20 _ 15 * ~ 

GGA TGT TCG TCT GTT TGT CAG CTC TGC ACT GGG AGA CAA ATT A*C TGC 
G,y cj. S.r Ser Val Cys Gin Leu Cys Thr Gly Arg Gin lie a'sh Cys 



217 



265 



313 



CGT AAC TTA GGC CTT TCG ACT ATT CTA AGA ATT TTC CTG A." GTA CAG 
Arg Asn Leu Gly Leu Ser Ser He Leu Arg lie Phe Leu Lys' Val Gl"n 

15 20 
TTT TTC TGT ATC 

Phe Phe Cys lie 325 
25 



(2! INFORMATION FOR SEQ ID NO: 264: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 366 base oairs 
(3) TYPE : NUCLEIC ACID 
(C) STRANDEDNESS: DOUBLE 
(0) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE : 

(A) ©RGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fecal 

(F) TISSUE TYPE: kidney 

(isc) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 140.'. 316 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: 'identity 98 

region 176. .352 
id W42809 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 14.. 12 9 

(C) IDENTIFICATION METHOD: blastn 
<D) OTHER INFORMATION: identity 97 

region 50. . 165 
id W42809 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 
(3)- LOCATION: 140.. 242 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity *- ~ 

region 116 . .218 

id N99674 

est 

(Ik) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 58.. 129 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 34 . . 105 
id N99674 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 243.. 285 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 213 . . 260 

id M99674 

est 

ti:<) FEATURE: 

(A) NAME/ KEY : other 

(3) LOCATION: 21 . .51 

(C) IDENTIFICATION METHOD: blastn 

O) OTHER INFORMATION: identity 100 

region 2 . . J2 
id N99574 
es: 
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(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 140.. 272 

(C) IDENTIFICATION METHOD: blastn 
(Dj OTHER INFORMATION: identity 96 

region 7 3 . .210 
id R20073 
est 

(ix) FEATURE : 

(A) NAME /KEY : other 

(3) LOCATION: 267.. 364 " 

(CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 206. .303 

id R20073 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 63.. 129 

CO IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 100 

region 1 . . 57 
id R20073 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 35. . 139 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 1 . .105. 
id N99685 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 140. . 242 ■ 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 105 , . 207 

id N99685 

est 

;ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION : 236.. 316 

(C) IDENTIFICATION METHOD ; blastn 

(D) OTHER INFORMATION: identity 100 

region 251 , .281 
id N99685 
est 

(ix) FEATURE : 

(A) MAME/KEY: other 

(B) LOCATION: 6.. 139 

(O IDENTIFICATION METHOD: blastn 
<D) OTHER INFORMATION: identity 93 

region 1 . . 134 
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id AA154228 
est 

(ix) FEATURE: 

(A) NAME /KEY ; other 

(B) LOCATION: 140.. 206 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 134 . .200 
id AA154223 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 10.. 228 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.4 

seq ACCFLSAFSPTLT/KS 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 264: 

ATAATAAAA ATG AAC CCC GTT ACA GAG TCA CCA TCA TGT CTC TTC TCA CCA 51 
-Met Asn Pro Val Thr Glu Ser Pro Ser Cys Leu Phe Ser Pro 
" 70 "65 -go 

CCC TCT GAA TCT GCA TTA GCC ACT CAA CTA GCC CTT TCA GCG TCA TGT 
Pro oer Glu Ser Ala Leu Ala Ser Gin Leu Ala Leu Ser Ala Ser Cys 
" 55 • -50 _ 45 

GAC CAG CGC GCC CCA TTC AGC TTG GCT GGT GTC CRT TCA MMA KRA CCC 
Asp Gin Arg Ala Pre Phe Ser Leu Ala Gly Val Xaa Ser Xaa Xaa Pro 
" 40 "35 _ 30 

AGG CTG GCC ACT CGT CAG GTT GCA CCG CCC TTT GGT TCC CGA G r A TGC 
Arg Leu Ala Ser Arg Gin Val Ala Pro Pro Phe Gly Ser Arg Al'a Cys 
~ 25 -20 , 15 

TGT TTT CTC TCA GCC TTC TCT CCA ACC TTA ACC AAA TCG GCA GCA GCC 
Cy, Pne Leu Ser Ala Phe Ser Pro Thr Leu Thr Lys Ser Ala Ala Ala 

" 5 1 5 

ACC TCG ACC GCC CAC ACA TTC CTG GCC AAT CAG CTC AGC TGT TT*\ TTT 
Thr Ser Thr Ala His Thr Phe Leu Ala Asn Gin Leu Ser C,s Leu III 
10 15 20 

ACC AAA TGT CTT CAC AAC AAC TAC AGC AGC AGC CTT CGG CT* ACA AAA 
,hr Lys Cys Leu His Asn Asn Tyr Ser Ser Ser Leu Arg Leu ?£ ^ 
25 30 35 

AhG CAG GAA AAA TCC ACA ACA CCC CAG 
Lys Gin Glu Lys Ser Thr Thr Pro Gin 
40 45 



99 



147 



195 



243. 



291 



339 



366 



(2) INFORMATION FOR SEQ ID NO: 265: 

(i) SEQUENCE CHARACTERISTICS: 

{AJ LENGTH: 114 base pairs 
:3)- TYPE: NUCLEIC ACID 
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(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

fvi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ixj FEATURE: 

(A) NAME/KEY: other 
(9) LOCATION: 2,. 86 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 8 . . 92 
id AA070287 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 15.. 80 

(C) IDENTIFICATION METHOD : blastn 

. (D) OTHER INFORMATION: ' "identity \ 00 

region 1 . . v6 
id T10748 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 22.. 88 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 17 , . 83 
id N67981 
est 

;ix) FEATURE: 

(A) NAME /KEY ; other 
(3) LOCATION: 21.. 85 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 17 . . 81 
id AA069563 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peDtide 

(B) LOCATION: 25^.87* 

(C) IDENTIFICATION METHOD : Von Hei^n- -nat^x 

(D) OTHER INFORMATION: score 6.3 ' 

. seq LCLSVLLTAATVA/GV 
C<i} SEQUENCE DESCRIPTION; SEQ ID NO: 265: 



■ A^GuGG CCGCCAGCGT GGGG ATG TCT AGG AGC TCG AAG GTG GTG CTG 

Met Ser Arg Ser Ser Lys Val Va 1 L-u 
-20 _ 15 

GGC C7C TCG GTG CTG CTG ACG GCG GCC ACA GTG GCJ GGC GTA ryr 
Giy .eu Ser Vai Leu Leu Thr Ala Ala Thr Val Aia Giy Val hVs Val 



99 
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-10 , 5 

AAC CAG CAG TGG GAG 
Lys Gin Gin Trp Asp 
5 



(2) INFORMATION TOR SEQ ID NO: 266: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 204 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(E) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 1..197 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 00 

region 8 . .204 
id H10448 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(BJ LOCATION: 5.. 197 

(CJ IDENTIFICATION METHOD: blastn 

CD) OTHER INFORMATION: identity 9$ 

region 1 . . i 93 
id AA1271.1 , 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 5.. 197 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region i. . 193 
id HUML13653 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 1..197 

(C> IDENTIFICATION METHOD : blastn 

(O) OTHER INFORMATION: identity 35 

region 9 . . 205 



id HSC18HC 7 1 
est 



(ix) FEATURE: 

(A) NAME/KEY; other 
IS) LOCATION: 34 . . 197 
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<C} IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 96 

. region 13. . 176 

id AA194 63 2 

est 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
IB) LOCATION: 31. .108 

CC) IDENTIFICATION METHOD; Von Heijne matrix 
(D) OTHER INFORMATION : score 6.3 

seq GVGLVTLLGLAVG/SY 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 256: 

GTCAGGTGGT GGAGGAAAAG GCGCTCCGTC ATG GGG ATC -AG ACG AGC- CCC GTC 

Met Gly lie Gin Thr Ser Pro Val 
"25 -20 

CTG CTG GCC TCC CTG GGG GTG GGG CTG GTC ACT CTG CTC GGC CTG GCT 
Leu Leu Ala Ser Leu Gly Val Gly Leu Val Thr i.„ r r . r l . « 

-15 " -10 ' ^ U n±£± 

5!r r? c i cc ? c r G gtt cgg agg tcc ^ CG g CC t ca G GT c act CT c 

*al Gly Ser Tyr Leu Val Arg Arg Ser Arg Arg Pro Gin Val Thr lIu 

5 10 

CTG GAC CCC AGT GAA AAG TAG CTG CTA CGA CTG CTA GAC AAG ACG ACC 
Leu Asp Pro Ser Glu Lys Tyr Leu Leu Arg Leu Leu Asp Lys Jhr J£ 

20 25 3Q 

CCC GGG 

Pro Gly 204 



54 



102 



150 



193 



(2) INFORMATION FOR SEQ ID NO: 267: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 340 base pairs 

(BJ TYPE : NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Saoiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 33.. 227 

(C> IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 1 . .195 
id W00881 
est 

(ix) FEATURE; 



WO 99/06554 
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(A) NAME /KEY : sig peptide 
(3) LOCATION: 167.. 319 

(C) IDENTIFICATION METHOD: Von He^ne matrix 

(D) OTHER INFORMATION : score 6.2' ' 

seq VLLLSS/.XLVXXS/SP 
(xi) SEQUENCE) DESCRIPTION: SEQ ID NO: 2d 7: 

CATTTGCTCT TCTCTTAACT CCTACCTGAA AACCCCATTC CTAAATTATT CACTATATTT 6<T 
CAGACTTCTT CACTCTTCTC CMAAAACCTG AATCAGCTTG TGCTGATTTT TTCCTATCTG 120 
CTATCCCTAA AAGGACTAGA CCTTCTTTCT ATCCTTACTC CCCTCA ATG TAT CCA 

Met Tyr Pro 

E £ 25 2 5 E S S £ S E S 2 2 K 2 

-40 -35 
TGC SCC CCC CCG ACC CTA AGC GAC CCC TTT C.TK rrr r-va rr, 
^ xaa Pro Pro Thr Leu Ser Asp Pro Ph d Leu l7o Leu Leu Arg 

~ 25 -20 

TCC CTT GAC GTG CTG CTC CTG TCT TCT GCT CNB Y7A G-3 VVC NAT TC~ 
«r Leu A S p Val Leu Leu Leu s.r Ser Ala Xaa Le, Vaf x aa Xaa Ser 

~ 1 0 _ 

TCT CCC TTG GAA TTC ATC AGA 
Ser Pro Leu Glu Phe lie Arg 



175 



223 



III 



319 



340 



(2} INFORMATION FOR SEQ ID NO: 268: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 368 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 253.. 332 

(C) IDENTIFICATION METHOD: blascn 

(D) OTHER INFORMATION: identity 90 

region 159. .238 
id AA1146"'? 
est 

<-:<> FEATURE : 

:A) NAME/KEY: sig^peptide 
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(3) LOCATION: 195.. 293 

(C) IDENTIFICATION METHOD- Un, u - • 

(D) OTHER IHTOI^T^^ Mt *» 

seq ILLLXTFQTWCLR/IS 
SEQUENCE DESCRIPTION; SEO 10 NO; 26,; 

AGGCC.ACCT GGTCGTCATG GCAGGCGCTA ^ ^ 

ctggtgagm ««*,, akagaagaag gagtigcaas ccaaaa™ gggcatgaag 

AATGCTGTTC CCAAGAATGA CAATGAAGAG G„AGGA R GCA GCCACCGRA GATCTCGCC, „„ 

AGTTGGAAAA AG.,„ „G «J C.G AAA OA, AGA GAS G f CTC GAG CAA I,C ' 23 „ 

Lys His Arg Xaa Giu Leu Giu Gin Leu 
JU -25 



-20 



£ 5 £ S= £ £ £ SJ 25 SJ Tyr £ £ Z Z Arg 

= - - S - S 2! = E » 5 » « « " 



273 



326 



363 



20 „ 



:2J INFORMATION FOR SEQ ID NO: 269: 



(i) SEQUENCE CHARACTERISTICS' 

(A) LENGTH: 398 bass pai^s 
(3) TYPE: NUCLEIC ACID 
(C) 5TRANDEDNESS: DOUBL" 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Saoiens 

(0) DEVELOPMENTAL STAGE * Fetal 

(T) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: complement ( 1 431 
(O IDENTIFICATION METHOD- blastn 
(0) OTHER INFORMATION : identity 90 

region 209 . .251 
id AAC1357 3 
est 

(ix) FEATURE : 

NAME/KEY: other 
••2) LOCATION: complement ( 1 <3> 

IDENTIFICATION METHOD: blwn 
.3) OTHER INFORMATION : id-nff" 90 
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region 153. .195 
id AA01 4 9 j-; 
est 



fix) FEATURE: 



(A) NAME/KEY: sig_pepcide 
- (B) LOCATION: 54 . . 122 

(C) IDENTIFICATION METHOD * v rtn u« • 
(0) OTHER INFORMATION^ score 5^9 ° e matriX - 

seq TLKFL7LLQKSNA/KR 
(Ml SEQUENCE DESCRIPTION: SEQ ID NO: 269: 

AGACGAAGCT CGATGAAGAT TTAGAGAGTT CCAGTGAATC CGATGTGAGT CTG ATG 

Met 

™ js s s si L™ s* s s; & « r ™ ™ «* ™ 

-20 _JJ Gln Thr Leu L VS Phe Leu Thr Leu 

Uu GJ^n ^ ™ ^ ™ ** SCC AAC CTT G.,C CGA C T T ^ c„ 

-5 " ~" rtid "*J Ar « *** A " L.J Asp Arg Leu Hi's 

s: J= s s s s s s a s z 21 s « s «■ 
- « - - - - s s s is? £ s tn 5 

^ 55 

S5 ™ " s sj s= s ?s ™ r c s™ cct ks *« 

60 y ~l lle Thr Val Se - Pro Pro Thr Asn 

0D 70 * . 

S Aso S £ S v" SI £* CAC GM ™ ATC 

75 " g go Val Iie Glu ^ r Asp Asp His Glu Tyr lie 



85 9C 



56 



104 



200 



248 



296 



344 



392 



TTT GAA 

Phe Glu 398 



(2) INFORMATION FOR SEQ ID NO: 270: 

(i) SEQUENCE CHARACTERISTICS- 
(A) LENGTH: 359 base pai 
(3) TYPE: NUCLEIC ACID 
(C) STRANDEDNESS: DOUBLE 
(0) TOPOLOGY : LINEAR 

di} MOLECULE TYPE ; CDNA 

(v*;.i ORIGINAL SOURCE: 
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(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 
(BJ LOCATION: 105.. 208 
(C) IDENTIFICATION METHOD: blastn 
.(D) OTHER INFORMATION: identity 97 

region 81 . . 134 
id N51797 
est 

(ix) FEATURE; 

(A) NAME/KEY; other 

(B) LOCATION: 30. .110 

<C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 97 

region 7 . . 67 

id N51797 

est 

(ix) FEATURE: 

(A) NAME /KEY: sig_p e ptide 
.(3) LOCATION: 54. . 134 

ml ™ TIFICATI0N * ETH0D: V ^ Heijne matrix 
(D) OTHER INFORMATION: score 5,9 

seq ALALAXAPDLAQA/PL 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 270: 

AGTGCAGAAG GTTCTGGGAA GTAGGAGACC CCACTGGCTT TGGTCCCCTA AGA ATG 

Met 

GAC TCT GCT GCC TGT GCT GCT GCT GCC ACC CCT G7T CCA GCC C- GCT 
Asp Ser Ala Ala Cy S Ala Ala Ala Ala Thr Pro Val Pro Sa ^ n a 
-a _ 20 _ 15 . - •"'• a 

TTG GCC HTA GCT CCA GAC CTA GCA CAA GCC CCA Crr rra err r~- m 
Leu Ala Xaa Ala Pro Asp Leu Ala Gin S £ ^ S ™ £ ™ 
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-5 ... 2 



« 50 



56 



104 



152 



Su SI se" Pro" T T r G ° ^ ^ T ° C TCT GGA C ™ GAA <™ A.-.? 
L-u Leu Se . Pro Ser Cys Leu Leu Ser Ser Gly Gla Glu Val A3, Gly 

15 20 

AGT CAA AGA GGA ACT TGT CTC TGG AGG CCC TGG Crc TCT TCC A~~ v-t 
Ser Glu Arg Gly T hr Cys Leu T rp Arc Pro Trp ^ ™ J£ ^ ™ 

30 35 

GAC TCC CCA AGG CAG ATG AGG AAG CTG GT G GAT TTr ~rr rr-T r— m 
ASP Ser Pro Arc. Gin „ et Ar, Lys Leu Val IZ £ )£ £ % Gly 



GGG 200 



248 



344 



60 65 70 

GTC AGG CTC TTC TGG 

Val Arg Leu ?he Trp 35 9 
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<2> INFORMATION FOR SEQ ID NO:"' 271: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 405 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

Ui) MOLECULE TYPE: CDNA 

(vij ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(D) DEVELOPMENTAL STAGE- Fetal 
(F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 2.. 304 
CC) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 06 " 

region 15 .317 
id T86266 
est 

fix) FEATURE : 

(A) NAME/KEY: sigjepfcide 
^(B) LOCATION: 64.. 135 

-(C) IDENTIFICATION METHOD: Von ■ Heijne matrix 
. ■. - (0) OTHER INFORMATION: score 5.7 

seq ILGLLGLLGTLVA/ML 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 271: 

AAAGAGCTTC AGCCTGAAGA CAAGGGAGCA GTCCCTGAAG ACGCTTCTAC TGAGACGTCT 60 



15 _ i0 



15 20 



i 5 S £ = S 2 2 - 2 « s -c « «, „ 



50 55 



GCC CAG GCC ATG ATG GTG ACA TCC ACT GCA ATC TZZ TCC C7G GCC TGC 



108 



156 



204 



AAG GGC CTC TGG ATG GAA TGT GCC ACA Y*r arr a-, ^ 

^ «y U. T,p « c iu ey. „. S £f i£ £ S5-?K S SS . 252 

-° 35 



300 



343 
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Ala Gin Ala Met Met Val Thr Ser Ser Ala He Ser Ser Leu Ala Cys 
60 65 70 

ATT ATC TCT GTG GTG GGC ATG AGA TGC ACA GTC TTC TGC CAG GAA TCC 3 96 
Ue lie Ser Val Val Gly Met Arg Cys Thr Val Phe Cys Gin Glu Ser 
75 80 85 

CGA GCC AGG 

Arg Ala Arg 405 
90 



(2) INFORMATION.. FOR SEQ ID NO: 272: 

U) SEQCJENCE CHARACTERISTICS: 

{A} LENGTH: 324 base pairs 
{B} TYPE: NUCLEIC ACID 
,{C} STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY": other 

(B) LOCATION: 98. . 326 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 15 . . 243 ' 
id T86266 
est 

<i:<) FEATURE: 

(A) NAME/KEY: 3ig_peotide 

(B) LOCATION: 160 /. 231 

(C) IDENTIFICATION METHOD: Von Heijne mac-ix 
fD) OTHER INFORMATION : score 5.7 

seq ILGLLC^LGTLVA/ML 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 272: 

AGCTGCTTGT GGCCACCCAC AGACACTTGT AAGGAGGAGA GAAGTCAGCC TGGCAGAGAG 
ACTCTGAAAT GAS S GAT TAG AGGTGTTCAA GGRAGCAAAG AGCTTCAGCC TGAAGACAAG 120 
GGAGCAGTCC CTGAAGACGC TTCTACTGAG AGGTCTGCC ATG GCC TCT CTT GGC 



60 



Met Ala Ser Leu Gly 
-20 



CTC CAA CTT CTG GGC TAC ATC CTA GGC CTT CTG GGG CTT TTG GGC ACA 
GIr. Leu Val Gly Tyr lie Leu Gly Leu Leu Gly Leu Leu G'y Thr 
~ 15 -10 _5 

CTG CTT GCC ATG CTG CTC CCC AGC TGG AAA ACA ACT TCT TV^ G™r GGT 
**i A.a Met Leu Leu Pro Ser Trp Lys Thr Sar Ser Tyr Val Gly 



174 



22; 



27C 
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GCC AGC ATT GTG ACA GCA GTT GGC TTC TCC AAG GGC CTC TGG A T G GAA 
Ala Ser lie Val Thr Ala Val Gly Phe Ser Lys Civ Leu Trp Met G^ 

15-20 25 ' 



318 



TGT GCC 
Cys Ala 
30 



324 



(2) INFORMATION FOR SEQ ID NO: 273: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 397 base pairs 

(B) TYPE : NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Home Sapiens 

(D) DEVELOPMENTAL STAGE: fecal 

<F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 95.. 260 

(C) IDENTIFICATION METHOD: blastn 

<D) OTHER INFORMATION: identity 98 

region 19 . . 184 

id AA132535 

esc 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 347.. 399 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 2 . . 54 
id N574 41 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 272.. 325 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5.6 

sec LLCECLLLVAGYA/HD 
<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2> 3; 

ACGCAGCCGT CAGCCGAACA ATT C GAT G AC GAGGCCCAGG AA3CACGCTG AAACCCTGGG 6 
CGGCGGCAAG CTGTGCGACC TCTTCTGCGG CCGGCCTGGA CTAGCTTTAT CG7CATCTGG 12, 
GAAA77GTTA AAAAT GC AAA TTCGCAAGTT TGAGAGCCAT GG? TCC AAG A AACTGCATAA 13; 
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GCATACGAAA TAAGTTGCAG CCTCCCGWCT TATACCCTGG TACTTCTAGT CTAAAACAGG 24 0 

ATTTGACTCT ACTAATCCAG CCTTATACAG G.ATG CTG TGT TCT TTG CTC CTT 292 

Met Leu Cys Ser' Leu Leu Leu 
-15 

TGT GAA TGT CTG TTG CTG GTA GCT GGT TAT GCT CA.' GAT GAT GAC TGG 340 
Cys Glu Cys Leu Leu Leu Val Ala Gly Tyr Ala His Asp Asp Asp Trp 

ATT GAC CCC ACA GAC ATG CTT AAC TAT GAT GCT GCT TCA GG\ ACA ATG 
lie Asp Pro Thr Asp Met Leu Asn Tyr Asp Ala Ala Ser Gly Thr Met 
. 10 15 20 

AG A AAA TCT 
Arg Lys'Ser 



388 



397 



(2) INFORMATION FOR SEQ ID NO: 274: 



(A) LENGTH: 96 base oairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 1..42 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 90 

region 14 . .55 
id K32593 
est 



(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 22.. 87 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5.5 

seq LWYVCPCPSGAWM/VP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 274: 



AGACGCTGCC CTTCCGCAGC G ATG GCA TCC CGG CTC TGT GGA GGG GCC CTC 

Met Ala Ser Arg Leu Cys Gly Gly Ala L=u 

-20 - 15 

TGG TAT GTG TGT CCC TGT CCT TCT GGG GCG TGG ATG GTK CCT GGG 

Trp Tyr Val Cys Pro Cys Pro Ser Gly Ala Tro Me~ Val Pro Gly 

-10 -5 L 



96 
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(2) INFORMATION FOR SEQ ID NO: -275; 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 257 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
• { F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 19.. 254 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 33 

region 15 25 G 
id H23844 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 25.. 254 

<C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 99 • 

region 8 . . 237 
id AA036876 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 24 . .254 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 21. .251 
id H22656 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 35. .217 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity *3 

region 1 . . 183 
id W05714 
est 

(i:<) FEATURE: 

(A) NAME /KEY : other 
(S) LOCATION: 218 . .254 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 18 3 . .219 
id W05714 
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(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 34 . .244 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 1 . .211 
id AA100765 
est 

(ix) FEATURE: 

(A) NAME/ KEY ; sig^pepcide 

(B) LOCATION: 69. .152 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5.5 

seq LGYLVLSEGAVLA/3S 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 275: 



ACGTGACCGG GGCCTGAAGC CGGAAGCTAC CTATCTGGTA GGGAGCTCCC CCAGCACCGA 

AGACTGCG ATG ACT TCT GCA CTG ACC CZr, anr. rvn ^ _ 

Met Thr Ser Ala Leu Thr Gin Glv Leu Glu Arg He P r D Asp 
-25 -20 _ 15 

CAG CTC GGC TAC CTG GTA CTG AGT GAA GGT GCA GTG CTG GCG TCA TCT 
Gin Leu Gly Tyr Leu Val Leu Ser Glu Gly Ala Val Leu Ala Ser Ser 
"10 -5 i 

GGG GAC CTG GAG AAT GAT GAG CAG GCA DCC AGT GCC ATC TCT GAG CTG 
Gly Asp Leu Glu Asa Asp Glu Gin Ala Xaa Ser Ala lie Ser Glu Leu 
5 10 15 

GTC AGC ACA GCC TGC GGT TTC CGG CTG CAC CGC C:Z ATG a-YT GTG CCC 
^ Ser Thr Ala Cys Gly Phe Arg Leu Hxs Arg Giy Met Asn Val Pro 
^ J 2 5 33 



60 
1IG 

158 

206 

254 



35 



257 



(2) INFORMATION FOR SEQ ID NO: 27 6: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 254 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

is) TISSUE TYPE: kidney 

[ix) FEATURE: 

IA) NAME /KEY: other 
(3j LOCATION: 9. .243 
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(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

. region 6. ,245 
id H6405G 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
<B) LOCATION: 15.. 248 
• (C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION : identity 96 

region 1 . . 234 
id R17172 
est 

(ix) FEATURE: 

(A) NAME /KEY : other * "" 

(B) LOCATION: 14 . .249 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 94 

region 1 . . 235 
id H3C15C031 
eot 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 22.. 248 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 96 

region 1 . . 227 
id AA149663 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 43.. 246 

(C) IDENTIFICATION- METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 29. .234 
id HSU46330 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 24 . . 14*9 

(C) IDENTIFICATION METHOD: Von Heiir- mat-ix 

(D) OTHER INFORMATION: score 5.< 

seq ITGVILLAVGIWG/KV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 276: 



AGGTGCAGGG TCTCGGGCTA GTC ATG GCG TCC CCG TCT CGG AG A CTG CAG AC'~ =,3 

Met Ala Ser Pro Ser Arg Arg Leu Gin Th- 
-40 -35 

AAA CCA GTC ATT ACT TGT TTC AAG AGC GTT CTG CTA ATC KAC ACT NTK iOi 
L V s Pro Val lie Thr Cys Phe Lys Ser Val Leu Leu He Xaa Th- Xaa 
-30 -25 -20 

ATT TKC TGG ATC ACT GGC GTK ATC CTT CTT GCA GTT GGC ATT TGG GGC 1<< 
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lie Xaa Trp lie Thr Gly Val lie Leu Leu Ala Val Gly lie Trp Glv 
-15 - i0 _ 5 y 

AAG GTG AGC CTG GAG AAT TAC TTT KCK CTT TTA AAT GAG AAG GCC ACC 197 
Lys Val Ser Leu Glu Asn Tyr ■ Phe Xaa Leu Leu Asn Glu Lys Ala Thr 

AAT GTC CCC TTC GKG CTC ATT GCT ACT GGT ACC GTC ATK ATT CTT TTG ?4S 
Asn Val Pro Phe Xaa Leu lie Ala Thr Gly- Thr Val Xaa lie Leu Leu 
20 25 30 

GGC TAC CGG 

Gly Tyr Arg 254 
35 



(2) INFORMATION FOR SEQ ID NO: 277: 

(i) SEQUENCE CHARACTERISTICS: 

{A] LENGTH: 231 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix> FEATURE: 

(A) NAME/KEY : other 

(3) LOCATION : 1 . . 228 

(C) IDENTIFICATION METHOD: blastn 

(DJ OTHER INFORMATION: identity "P 

region IS . .2^6 
id HUMHG1206 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
{B} LOCATION: 1..222 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 1 . . 222 
id C15962 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 37.. 222 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 

region 35 . . 220 
id HUM4 17F07B 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
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(3) LOCATION: 2.. 33 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION:, identity 100 

region 1 . . 32 
id HUM417F073 
est 

(ix) FEATURE: 

(A) NAME/KEY: other - 

(B) LOCATION: 59. .228 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 18 . . 187 
id AA139623 
est 

(ix) FEATURE; 

(A) NAME/KEY: other 

(B) LOCATION: 94.. 178 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 1 , . 95 
id N83476 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 177.. 228 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 82. .133 
id N88476 
est 

(ix) FEATURE : 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 4 9. . 108 

(C) IDENTIFICATION METHOD: Von Heijp.e matrix 

(D) OTHER INFORMATION: score 5.3 

seq VLLGSGL.7IL5QP/1M 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 277: 
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GTCGCTTGGT GGCTCCGTCT GTCTGTCCGT CCGCCCGCGG GTGCCATC ATG GCG GAC 

Met Aia Aso 
-20 

GCG GCC AGT CAG GTG CTC CTG GGC TCC GGT CTC ACC ATC CTG t CC C*G 
Ala Ala Ser Gin Val Leu Leu Gly Ser Gly Leu Tr.r lie Leu Se- Gin 
-15 -.10 _ 5 

CCG CTC ATG TAC GTG AAA GTG CTC ATC CAG GTG CCA TAT GAG CCT CTT 



Pro Leu Met: Tyr Val Lys Val Leu He Gin Val Glv Tyr Glu Pro L- 

1 5 10 - : 



u 



15 



CCT CCA ACA ATA GGA CGA AAT ATT TTT GGG CGG- CP* GTG ~GN YAG CT^ 
Pro Pro Thr lie Gly Arg Asn He Phe Gly Arg Glr. Val Xaa Xaa L-u 
20 25 30 " 

CCT NOT CTC TTT AGT TAT GCT CAG CAC GGG 



57 



105 



153 



201 



231 
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Pro Kaa Leu Phe Ser Tyr Ala Gin His Gly 
35 4 o 



(2) INFORMATION' FOR SEQ ID NO: 278: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 190 base pairs 

(B) TYPE : NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
<D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: complement (2 .. 185) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 93 

region 93 . . 276 
id AA136898 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 43. .89 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 3'J 

region 30 . .76 
id W96077 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 125.. 161 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 110 . . 146 

id W96077 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 33.. 119 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 69 . . 105 
id W96077 
est 

fix) FEATURE: 

(A) NAME /KEY : other 
(3; LOCATION: 15 . . 49 
(Ci IDENTIFICATION METHOD: blast-. 
O) OTHER INFORMATION: identity 91 

region 1 . . 35 



WO 99/06554 



267 



PCT/IB98/01238 



id W96077 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 126.. 161 

(C) IDENTIFICATION METHOD: blastn 

(D) .OTHER INFORMATION: identity 97 

region 129. . 164 
id N41630 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(5) LOCATION: 58. .89 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 63 . . 94 
id N41630 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(5) LOCATION: 2. .31 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 7 . . 36 
id N41630 
est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 38.. 161 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 94 

region 19. . 142 
id AA043143 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 121.. 185 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity ?3 

region 61 . . 125 
id HUM4 30A0 4B 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 60.. 11 9 

(CJ IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 99 

region 1 . . 50 
id HUM430A04B 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: S3 * . 157 

(C) IDENTIFICATION METHOD: Von Heijne mat 



WO 99/06554 PCT/IB98/01238 

zoo 

(D) OTHER INFORMATION: score 5.3 

seq ALIFGGFISLICA/AF 

fxi) SEQUENCE DESCRIPTION: SEQ ID NO: 278: 

AACCTCTTCC GAGCGGGGTC ACGGCCCGGC CGTCGGTAAC CTGGTTTCCG AGAGTGCCGG 60 

GCGGTCGGCG GG7CAGGGCA GCCCGGCGCC TGACGCC ATG TCC CGG AAC CTG CCC 115 

Met Ser Arg Asn Leu Arg 
-20 - 15 

ACC GCG CTC ATT TTC GGC GGC TTC ATC TCC CTG ATC GGC GCC GCC TTC 163 
Thr Ala Leu lie Phe Gly Gly Phe lie Ser Leu lie Glv Ala Ala >he 
-10 -5 * i 



TAT CCC ATC TAC TTC CGA CCC CAT GGG 
Tyr Pro He Tyr Phe Arg Pro His Gly 
5 io 



(2) INFORMATION FOR SEQ ID NO: 279: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 274 base pairs 
(5) TYPE: NUCLEIC ACID 
(CJ STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement { 97 229 } 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION : identity 95 

region 10 . . 142 
id H62783 
est 

(ix) FEATURE : 

(A) NAME/KEY: other 
(3) LOCATION: 80.. 218 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION : identity 94 

region 54 . . 192 
id T7124G 
est 

(ix) FEATURE : 

(A) NAME/KEY: other 

;3J LOCATION: 148.. 221 

(CJ IDENTIFICATION METHOD: biastn 

O) OTHER INFORMATION: identity 93 

region 35c . .429 



190 
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id AA075451 
est 

(ix) FEATURE : 

(A) NAME/KEY: other 

(B) LOCATION: 80. . 140 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 288 . . 348 
id AA075451 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) .LOCATION: 135. .222 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 350 . . 437 
id AA009954 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 105.. 140 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 319 . . 354 
id AA009954 

est ' . 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 148.. 216 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9c 

region 384 .. 452 

id W15396 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 80. .117 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 31b . . 352 

id W15396 

est 

(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 

(B) LOCATION: 206.. 256 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(0) OTHER INFORMATION : score 5.1 

seq LWCFHLVVLSLYS/SV 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 279: 

ATGAGTGTTG ATGTTTTTCT GCACTAGAAG GCACTATGTT GAACTATTAA ACTTACCAGC 6D 
ACTTTCTTTT TCCACTCCAT AGTTTCATTG TACTGACAAC CTCAGCTGGC ATCATGGACC 120 
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ATGAAGAAGC AAGACGAAAA CACACAGGRA GGGAAAATCC TGGGATTCTT TTTCTAGGGA 180 

TGTAATACAT ATATTTACAA ATAAA ATG CcY CAT CGa'cTC TGG TGC TTC CAC 232 

Met Pro His Gly Leu Trp Cys Phe His 
-15 -10 

TTG GTC GTT TTG AGC CTT TAG AGC ACT GTA GCC ACA GCC CGG 274 
Leu Val Val Leu Ser Leu Tyr Ser Ser Val Ala Thr Ala Arg 
" 5 1 " 5 



(2) INFORMATION FOR SEQ ID NO: 280: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 125 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNES3 : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F> TISSUE TYPE: kidney 

Cix) FEATURE: 

(A) NAME /KEY : other • 
(B> LOCATION: complement (2 124 } 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 104 . . 226 

id W94087 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 
.(B) LOCATION: 2.. 124 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 12. .134 
id R37206 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 2.. 124 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 19. . 141 
id N42384 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION ; complement ( 2 92 ) 
(C) IDENTIFICATION METHOD: blasT 
<D) OTHER INFORMATION : identity . 5 

region IV , . .267 
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id H84930 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: complement (8 1 .. 124 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 144 . . 187 
id H84930 
est 

(ix) FEATURE: 

(A). NAME /KEY : other 
(3) LOCATION: complement ( 2 .. 12 4 ) 
(C) IDENTIFICATION METHOD: blastn 
OJ OTHER INFORMATION: identity 99 

region 148. .270 

id H82795 

est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 21.. 62 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5 

seq SLVAVFLSCGLIS/KN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 280: 



ATAAATTAGC AGTATTAGTT ATG AGT TTG GTT GCA GTG TTC TTA TCT TGT GGG 

Met Ser Leu Val Ala Val Phe Leu Ser Cys Glv 
-10 _ 5 

CTG ATT TCC AAA AAC CAC ATG CTG CTG AAT TTA CCA GGG ATC C^C ATA 
Leu lie Ser Lys Asn His Met Leu Leu Asn Leu Pro Gly He Leu lie 
1 5 10 



CCT CAC AAT GCA AAC CAC TTA CTG 
Pro His Asn Ala Asn His Leu Leu 

20 



53 



101 



125 



[2; INFORMATION FOR SEQ ID NO: 281: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 152 base pairs 
(3) TYPE : NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY T LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

fix) FEATURE: 

:A) NAME /KEY : other 
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(B) LOCATION: 2. .85 

(C) IDENTIFICATION METHOD: blastn 
.(D) OTHER INFORMATION : _ identity SI 

region 4 . . 37 
id HUML1521 
est 

(ixj FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 85. .120 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 86. . 121 
id HUML1521 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 89.. 148 

(C) IDENTIFICATION METHOD: blastn 
(Dj OTHER INFORMATION: identity 96 

region 12 3 . .182 

id W52706 

est 

{ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 34 . . 84 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 69 . . 119 
id W52706 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: complement (75 . . 148) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 324 . .397 
id AA132959 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 27.. 98 

<C> IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5 

seq GALAVGAVPVVLS/AM 
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Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 



281: 



HAA37TGN3A CCCGGACGGC CTCACC ATG ATG AAA CGG GCA GCT GCT GCT GCA 

Met Met Lys Arg Ala Ala Ala Ala Ala 
-20 

3:0 ZGA GGA GCC CTG GCA GTG GGG GCT GTG CCC GTG GTG CTC AGT GCC 

VS ; J - y Giy Aia Leu Aia V ^ Gly Ala Val Pro Val Val Leu S — Ala 
-10 _ 5 x 



53 



101 
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ATG GGC TTC ACT GGG GCA GGA ATC GCC GCG TCC TCC ATA GCA GCC CAT 14 9 

Met Gly Phe Thr Gly Ala Gly lie Ala Ala Ser Ser lie Ala Ala His 
5 1Q 15 

GGG 

Gly - 152 



(2) INFORMATION FOR SEQ ID NO: 282: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 429 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 
fD) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(Fj TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 232.. 430 
(CJ IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 97 

region 14 . .212 
id H14129 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 19. . 261 

CO IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.9 

seq LISFSWFANYIRA/GT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2iZ: 

ATTGCCTTCA TTGCCGGC ATG GCC GTC ATT GTG GAT AAA CCC TGG TTC TAT 
Met Ala Val He Val Asp Lys Pro Trp Phe Tyr 
-80 -75 

GA: ATG AAG AAA GTT TGG GAG GGA TAT CCC ATA CAG AGC ACT ATC CCT 
Asp Met Lys Lys Val Trp Glu Gly Tyr Pro lie Gin Ser Thr He Pro 
0 "65 -go -55 

TCC CAG TAT TGG TAC TAC ATG ATT GAA CTT TCC TTC TAC TGG TCC CTG 14 7 
ber Gin Tyr Trp Tyr Tyr Met lie Glu Leu Ser Phe Tyr Trp Ser Leu 
-50 -45 -4 0 

CTC TTC AGC ATT GCC TCT GAT GTC AAG CGA AAG GAT TTC AAG GAA CAG 195 
Le=; -he Ser lie Ala Ser Asp Val Lys Arg Lys Aso Phe Lys Glu Gin 
-35 -30 _ 25 

ATC ATC CAC CAT GTG GCC ACC ATC ATT CTC ATC AGC TTT TCC TGG t T t 2 *'3 
lie r.is His Val Ala Thr lie lie Leu lie Ser Phe Ser Tro Phe 



51 



99 
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" 20 -15 - 10 

GCC AAT TAC ATC CGA GCT GGG ACT CTA ATC ATG GCT CTG CAT GAC TCT 291 

Ala Asn Tyr lie Arg Ala Gly Thr Leu lie Met Ala Leu His Asp Ser 
" 5 1 5 10 



TCC GAT TAC CTG CTG GAG TCA GCC AAG ATG TTT AAC TAC GCG GGA TGG 
Ser Asp Tyr Leu Leu Glu Ser Ala Lys Met Phe Asn Tyr Ala Gly Trp 
15 20 25 

AAG AAC ACC TGC AAC AAC ATC TTC ACC GTC TTC GCC ATT GTT TTT ATC 
Lys Asn Thr Cys Asn Asn lie Phe Thr Val Phe Ala lie Val Phe He 

... 30 35 40 

ATC ACC CGA CTG GTC ATC CTG CCC TTC TGG ATC CTG CAT TGC 
He Thr Arg Leu Val lie Leu Pro Phe Trp He Leu His Cys 
45 50 55 



339 



387 



429 



(2) INFORMATION FOR SEQ ID NO: 283: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 268 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(i:<) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 111.. 221 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 37 . . 147 
id T82645 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 35.. 82 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.8 

seq SLFIYIFLTCSNT/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 233: 

TAG7ATCTA TTGAAAAGGA AGCAGTGTGT ATCT ATG ATT ATA TCT CTG TTC ATC 55 

Met He He Ser Leu ?h* He 
"15 - 10 

J :I - TA IT T G A u A TGT AGC ^ ACC TC? CCA TCT TAT CAA GGA ACT 103 
>- ue Phe Leu Thr Cys Ser Asn Thr Ser Pro Ser Tyr Gin Gly Thr ■ 
"5 1 s 
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CAA CTC GGT CTG GGT CTC CCC AGT GCC CAG TGG TGG CCT TTG AC^ GGT 
Gin Leu G y Leu Gly Leu Pro Ser Ala Gin Trp Trp Pro Lu S£ £J 

15 20 

AGG AGG ATG CAG TGC TGC AGG CTA TTT TGT TTT TTG TTA CAA AAC TGT 
Arg Arg Met Gin Cys Cys Arc, Leu Phe Cys Pne Leu Ji £J £n Cyl 

30 35 

CTT TTC CCT TTT CCC CTC CAC CTG ATT CAG CAT GAT CCC TGT GAG CTG 
Leu P he Pro Phe Pre Leu Hi, Leu Ue Gin His Asp Pro Cys Clu Leu 

GTT CTC ACA ATC TCTGGG ACT 
Vai Leu Thr lie Ser Gly Thr 
60 



151 



199 



247 



268 



(2) INFORMATION FOR SEQ ID NO: 284: 

ti) SEQUENCE: CHARACTERISTICS: 

(A) LENGTH: 266 base pairs 
(BJ TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

■ (A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(i:<) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 9.. 250 • 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION : identity 98 

region 7 . , 248 
id HSC20D111 
esc 

(ix) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 122.. 257 

<C) IDENTIFICATION METHOD: bla S r n 
(D) OTHER INFORMATION: identity 97 

region 1. . 136 
id T77096 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 13.. 146 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 

region 19 . .147 
id M32450 
est 
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(ixj FEATURE : 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: 9. . 104 . 

(C) IDENTIFICATION METHOD : Von Heijne matrix 
(DJ OTHER INFORMATION: score 4.7 

seq LQMLLGFVGRSKS/GL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 284 : 

AGACCAAG ATG GCG GCG GAG CTG GTG GAG GCC AAA AAC ATG GTG *TG AGT 
Met Ala Ala Glu Leu Val Glu Ala Lys Asn Met Val Met Ser 
" 30 -25 -20 

TTT CGA GTC TCC GAC CTT CAG ATG CTC CTG GGT TTC GTG GGC CGG AGT 
Phe Arg Val Ser Asp Leu Gin Met Leu Leu Gly Phe Val Gly Arg Ser 
~ 15 -10 -s 

AAG AGT GGA CTG AAG CAC GAG CTC GTC ACC AGG GCC CTC CAG CTG GTG 
lvs Ser Gly Leu Lys His Glu Leu Val Thr Arg Aia Leu Gin Leu Val 

CAG TTT GAC TGT AGC CCT GAG CTG TTC AAG AAG AT': AAG GAG CTG TAC 
Gin Phe Asp Cys Ser Pro Glu Leu Phe Lys Lys I..- Lvs Glu Leu Tyr 
l ° 20 25 ~ 30 

GAG ACC CGC TAC GCC AAG AAG AAC TCG GAG CCT GCC. CCA CAG CCG CAC 
Glu Thr Arg Tyr Ala Lys Lys Asn Ser Glu Pro Ala Pro Gin Pro His 
35 40 45 

CGG CCC CTG GAC CCC CTG ACC GGG 
Arg Pro Leu Asp Pro Leu Thr Gly 
50 



50 



98 



146 



194 



242 



266 



(2; INFORMATION FOR SEQ ID NO: 285: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 264 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR. 

(ii) MOLECULE TYPE: CDMA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Saoiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 10.. 105 

(C) IDENTIFICATION METHOD: blastn 
!3) OTHER INFORMATION : identity 93 

region 1 . . 96 
id R05622 
est 



(ix) FEATURE: 
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(A) NAME /KEY : other 

(3) LOCATION; 24 . . 92 

(CJ IDENTIFICATION METHOD: blastn 

{D} OTHER INFORMATION: identity 97 

region 2 . . 70 
id H94933 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig__peptide 

(B) LOCATION: 64.. 243 

(C) IDENTIFICATION METHOD: Von Hei-n- matrix 

(D) OTHER INFORMATION: score 4.7 

seq VHALCPLSPLVTT/GC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 235: 



AACTCTCCAA AAAGCAGAGA CAGCAGGAAG AGGGGAGTGG AGGCAGCCCA TTCACCTGGG 60 

GAA ATG ACT GGG TTG TCG ATG CMC GGT GGC GGB AGC CSA AMG GGG GAY 103 
Met Thr Glv Leu Ser Met Xpia ci w nu, rti „ v _ v __ 

GTG GAS CCG TDC TAC TAT GGT AAR CVT GGG CCC CTG CGC RCC CTT CCT 
Val Xaa Pro Xaa Tyr Tyr Gly Lys Xaa Glv Pro Leu Arg Xaa Leu Pro 
" 45 "40 -35 -3o 

GAG CCC TCA GGA CCC CTT CCA CCA AGC AGC GGC CTC TCC CAG CCC CAG 
Glu Pro Ser Gly Pro Leu Pro Pro Ser Ser Gly Leu Ser Gin Pro Gin 
-25 -20 . _ 15 

GTC CAT GCT CTG TGC CCC TTA TCT CCC CTG GTT ACC ACG GGC TGC TGC 
Val His Ala Leu Cys Pro Leu Ser Pro Leu Val Tnr Thr Gly Cys Cys 



-10 -s x 



GGG CAG GCT GCG 
Gly Gin Ala Ala 
5 



156 



204 



252 



264 



(2) INFORMATION FOR SEQ ID NO: 286: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 465 base oairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNES5; DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 
(-3) LOCATION: 157.. 269 

IDENTIFICATION METHOD: blast- 
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(D) OTHER INFORMATION: identity 97 

region 95 . . 207 
• id N41379 
est 

(ix) FEATURE: 

..(A) NAME/KEY: other 

(B) LOCATION: 62.. 173 

(C) IDENTIFICATION METHOD: blastn ' 

(D) OTHER INFORMATION: identity 90 

region 1 . .112 
id N41379 
est 

(i:<) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 275.. 319 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity SS 

region 213 . . 257 
id N41379 



(ix) FEATURE: 

(A) NAME/KEY: other 
(31 LOCATION: 8., 173 
(C) IDENTIFICATION METHOD: blastn 
... {D} OTHER INFORMATION: identity 90 

region 1 . . 1 66 
id AA044371 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 157.. 219 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 149. .211 
id AA044371 
est 

(ix) FEATURE : 

(A) NAME/KEY: other 

(B) LOCATION: complement { 272 3 1 9 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 423 . .470 

id N30852 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: complement ( 225 . . 264 ) 
IC) IDENTIFICATION METHOD : blastn 
(D) OTHER INFORMATION: identity 92 

region 478 ..517 
id N30852 
est 

(i:<) FEATURE: 

(A) NAME /KEY : other 
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(B) LOCATION: complement ( 320 .. 34 9 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: .-identity 9e 

region 39-: . . 423 

id N30852 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: complement (238 271 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 481 514 
id AA044232 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 303.. 34 9 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 10C 

region 5 s , 5 1 

id^R78468 

est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(BJ LOCATION: 367.. 459 

(C) IDENTIFICATION METHOD: Von Heiine matrix 
CD) OTHER INFORMATION: score 4.6 

seq GLLGXGLXXX5LT/AG 
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(xi) 


SEQUENCE DESCRIPTION : 


SEQ ID MO: 


266: 






AAAGTCCTAG 


AGGGGGTCGG GGTMTGGGTG 


GACAAGCTTT 


CCTCGTCCTC 


TCCCNACAGA 


60 


GC7GACGTGT 


CCTGGGTTCC ACCGGGAGCG 


GGCATTTCCA 


CCGGACGGGA 


GGGTTCGGGG 


120 


TGTCCGGGGC 


TGGGGAATAC GTARGGGKTG 


C5GCGCCGGT 


GTGGGAAGTT 


GGGGCGTGTG 


180 


o-TGCAGTCC 


CGGGAGTTCT TGGAGGGGGT 


CGGCCCACCG 


AGCTTCCGGA 


CCGGCTGATC 


240 


7GCC7CTAGC 


TTGCCGGAGG GAGGGCGGAG 


CTGACTCTCC 


GTCCCTTCTC 


CCATCCCCTC 


300 


3AGTGGTGGG 


TACGGGCACC TCGCTGGCGC 


TCTCCTCCCT 


CCTGTCCCTN 


GNNSNTCTT7 


360 


GCTGGG ATG 
Met 


CAG ATG TAC AGC CGT CAG CTG GCC TCC AMC GAG 
Gin Met Tyr Ser Arg Gin Leu Ala Ser Xaa Glu 
"30 -25 _20 


TGG CTC 
Trp Leu 


403 



ACC ATC CAG GGC GGC CTG CTT GGW KCG GGT CTC TTS KRG Tv C TCG CTC 
ir.r lie Gin Gly Gly Leu Leu Gly Xaa Gly Leu Xaa Xaa Xaa Ser Leu 
~ 15 -10 - 5 



456 



GCG GGG 

Ala Gly 465 
1 
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(2) INFORMATION FOR SEQ ID NO: 287: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 384 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 
O) LOCATION: 53. . 344 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 56 . . 337 
id AA2034 9 3 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 7 . . 65 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 59 
id AA203498 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 344.. 385 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER.. INFORMATION: identity 97 

region 33S . . 379 
id AA2034 90 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 63 . .292 

(C) IDENTIFICATION METHOD: blastn 
(C) OTHER INFORMATION: identity 99 

region 44 . . 273 
id W87295 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 292. .344 

{CS IDENTIFICATION METHOD: blastn 

[0) OTHER INFORMATION: identity 92 

region 27:] . . 326 
id W87295 
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(A) NAME /KEY : other 

(3) LOCATION: 20.. 65 

<C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 2 . . 4 7 
id W87295 
est 

(ix) FEATURE : 

(A) NAME /KEY: other 

(3) LOCATION: 344.. 385 

(C) IDENTIFICATION METHOD: blastn 

(0) OTHER INFORMATION: identity 97 

region 327 . , 363 

id W87295 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 33.. 344 

(CJ IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 98 

region 1 . . 312 
id AA248429 
est 

fix) FEATURE: 

■A J NAME /KEY : other 

(3J LOCATION: 34 4.. 33 5 

■C) IDENTIFICATION METHOD: blastn 

[0) OTHER INFORMATION : identity > 

region 31 j . . 354 
id AA248429 
est 

(ix) FEATURE : 

{A) NAME /KEY : other 

(3) LOCATION: 76. .344 

:C) IDENTIFICATION* METHOD: blastn 

■D) OTHER INFORMATION: identity 9S 

region 1 . .269 
id W01758 
. - est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3/ LOCATION: 34 4.. 38 5 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 270. .311 

id W01758 

est 

■ix) FEATURE: 

; A) NAME/KEY: other 

!3i LOCATION: 63.. 2 34 

tC) IDENTIFICATION* METHOD: blastn 

;D) OTHER INFORMATION: identity <■? 

region 30 . .201 
id AA2496i n 
esc 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 33. . 65 

(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 100 

region 1 . . 33 
id AA2496?~> 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 257.. 289 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 222 . .254 
id AA249697 
est 

fix) FEATURE : 

(A) NAME/KEY: other 
(3) LOCATION: 227.. 256 
(C) IDENTIFICATION METHOD: blastn 
. (D) OTHER INFORMATION: identity 96 

region 193. .222 
id AA249697 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 19. . 180 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 4.3 

seq LIVWLLVKSFSES/GI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2S7: 



A7CTGGCTCA 



AGG TCT CGG 
Arg Ser Arg 



TCG GTG CTT 
Ser Val Leu 
-25 

GTG TGG CTG 
Val Trp Leu 
-10 

ATT ATA ATC 
:ie lie He 



3AA CAG TTG 
31 u Gin Leu 



GTTCCGCC ATG 
Met 



CGG GAG CTG 
Arg Glu Leu 
-40 

TTA CCT ACC 
Leu Pro Thr 



CTG GTG AAA 
Leu Val Lys 



ATA GAT GAT 
He Asp Asp 
10 

GAG AAG ATC 
Glu Lys He 
25 



GCC TCC TTG 
Ala Ser Leu 



GAA GTG CGC 
Glu Val Arg 
-35 

TAC AAC GAG 
Tyr Asn Glu 
-20 

AGC TTC TCC 
Ser Phe Ser 
-5 

GGA AGC CCA 
Gly Ser Pro 



TAT GGG TCA 
Tyr Gly Ser 
30 



GAA GTC AGT 
Glu Val Ser 
-50 

AGT CCA C "A 
Ser Pro A:" ; 

CGC GAG AAC 
Arg Glu Asn 



GAG AGT GGA 
Glu Ser Gly 
1 

GAT GGA A~A 
Asp Gly Thr 
15 

GAC AGA ATT 
Asp Arg lie 



CGT AGT CCT 
Arg Ser Pro 
-45 

CAG AAC AAA 
Gin Asn Lys 
-30 

CTG CCG CTC 
Leu Pro Leu 
-15 

ATC AAC TAT 
He Asn Tyr 



AGG GAT GTT 
Arg Asp Val 
20 

CTT CTA AGA 
Leu Leu Arg 
35 



CGC 51 
Arg 



TAT .99 
Tyr. 



ATC 1 4 7 
He 



GAA 195 
Glu 
5 

GCT 24 3 
Ala 



CCA 291 
Pro 
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CGA GAG AAA AAG TTG GGA CTA GGA ACT GCA TAT ATT CDY 3RA ATG AAA 
Arg Glu Lys Lys Leu Gly Leu Gly Thr Ala Tyr lie Xaa Xaa Met Lys 
■ 40 45 - so 

CAT GCA CAG GAA ACT ACA TCA TTA TTA TGG ATS C7G ATC TCT CAC 
His Ala Gin Glu Thr Thr Ser Leu Leu Trp Xaa Leu He Ser His 
55 60 65 



339 



384 



(2) INFORMATION FOR SEQ ID NO: 288: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 332 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

( \r i \ riD7/?TM7\T C/-vr„in /-\r> . 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3} LOCATION: 36. .268 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 13 . .245 
id AAI346;-! 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 266.. 303 

CC) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 97 

region 244 . .281 
id AA134651 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 14.. 272 •■ 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 95 . . 353 
id W26888 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 61..2G2 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity j 

region 7 . . 208 
id T66207 
est 



W ° 99/06554 PCT/IB98/01238 

284 

{ix) FEATURE: 

v A J NAME/KEY: other 
(3) LOCATION : 263.. 325. 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 208 . . 270 

id T66207 

est 

(ix) FEATURE: 

(A) NAME/KEY; other 

(B) LOCATION: 39. . 267 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 96 

region 1 . . 229 
id W00383 
est 

(ix) FEATURE: 

(A) .NAME /KEY: other 

{ B ) LOCATION: 35.. 304 

(C.) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 

region 13. . 282 

id HSC36A071 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 207. .266 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 4.3 

seq LLDSSLMASGTAS/R5 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2M: 

AAACCGGGKG TAGACGTACC TCACGGAAGC CGGCTTTGGC CCTGCGGCTK YTACCGTCGC 60 

CGC3GAGAAA TTGTTGGATC TGGCAG7C7A GGAATGAATC TCCTCTCAGC CTTTAAGCTC 120 

ACCTGGTCAG AATCCTTGGA TGACCC7G7G GGACCGTTCC TCC7AGCCCG GTGGTTTGGA 180 

ACCAGTGGCT TTGGGACTGT AAGAGG ATG GAC AAA GAT "C7 CAG GGG CTG CTA 

Met Asp Lys Asp Ser Gin Gly Leu Leu 
-20 _ 15 

GAT TCA TCC CTG ATG GCA TCA GGC ACT GCC AGC CJC TCA GAG GAT GAG 
Asp Ser Ser Leu Met Ala Ser Gly Thr Ala Ser Arg Ser Giu Asp Glu 

" 5 1 5 

GAG TCA CTG GCA GGG CAG AAG CGA GCC TCC TCC CAG GCC CTG GGC ACC 
Glu Ser Leu Ala Gly Gin Lys Arg Ala Ser Ser Gin Ala Leu Glv Thr 
10 15 20 



233 



281 



329 



GGG 
Giy 



332 



(2) INFORMATION FOR SEQ ID >:0: 28 9: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 348 base pairs 
(3) TYPE; NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 126.. 226 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 

region 38. . 138 
id AA009514 
est 

(ix) FEATURE: 

(A) NAKE/KEY: other 

(B) LOCATION: 252 . . 343 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 98 

region 161 . .252 
id AA009514 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 102.. 131 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity S> j 

region 15 . .44 
id AA0095i<J 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: 100. .207 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.2 

seq CLAVSWEAAGCHG/AG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2c: 

AAAGGAATAC TGACAGATAA GGCCGGAAAC AAAACTGATG GCTTGAAAAA CATTTTTATG 60 

GAATGTATTT ACTATCATTT TGTTTTACTA TAGAGGTAG ATG GGA CTC TTA ACT U4 

Me" Giy Leu Leu Thr 
-35 



TTT GGG TAC ATT GAA AMC AKG CKG AAA ACT GAA CAC AAT CCT GAT CAT 
?he Giy Tyr lie Glu Xaa Xaa Xaa Lys Thr Glu His Asn Pro Asp His 



162 
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CAC TCC TGC CTG GCT GTC TCC TGG GAG GCT GCC G~G TGC CAC GG* GCT 
His Ser Cys Lea Ala Val Ser Trp Glu Ala Ala Gly Cys His Glv Ala 
~ ib -10 -5 x 

GGG ACA CAG CAG AGC CCG CTA GGT GTT GCA GGG C~C TGG AGG CCA AGG 
Gly Thr Gin Gin Ser Pro Leu Gly Val Ala Gly Pro Trp Arg P~o Arq 
5 10 15 

CCA CCC TGT GTG GGG TCC CTG TTG GCA GCC AGG TCC CTA CAC AAA CAA 
Pro Pro Cys Val Gly Ser Leu Leu Ala Ala Arg Ser Leu His Lys Gla 
20 25 30 

GTA ATC CTG TTT GGC CTC CTA GGT TTT GCA TAT G CAC TGG 
Val He Leu Phe Gly Leu Leu Gly Phe Ala Tyr Asp His Trp 
35 40 45 



(2) INFORMATION FOR SEQ ID NO: 290: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 206 base "air" 

(B) TYPE: NUCLEIC ACId"^ 
<C) STRANDEDNESS: DOUBLE 
(D) TOPOLOGY: LINEAR 



210 



258 



306 



348 



(ii) MOLECULE TYPE : CDNA 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: 73. .203 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity V. 

region 53 . . 183 
id T06731 
>: est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 20.. 80 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 1 . . 61 
id T06731 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 16. . 105 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 1 . . 90 
id AA101354 
est 

(-:<} FEATURE: 

(A) NAME/ KEY: sig^pepcide 
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(B) LOCATION: 12.. 59 
- (C) IDENTIFICATION METHOD: Von He-ne matrix 
(D) OTHER INFORMATION:- score 4.1 

.. seq YAAVAG VLAG VES / RQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 290: 

AGCGCGGGAA C ATG GGG CTG TAC GCT GCG GTG GCA GGC GTG CTG GCC GGC 50 
Met Gly Leu Tyr Ala Ala Val Ala Gly Val Leu Ala Glv 
-15 -10 - 5 



GTG GAG AGC CGC CAG GGC TCT AAT CAA GGG GCT GGT GTA CTC CAG CAA 
Val Glu Ser Arg Gin Gly Ser Asn Gin Gly Ala GW Val Leu Gin Gin 
1 5 io 



TGC GAA GAA GCT 
Cys Glu Glu Ala 



93 



CTT CCA GAA CGT GAA RCA GCT GTA CGC GCT GGT GTG CGA AAS GCA GCG 14 6 
Leu fro Glu Arg Glu Xaa Ala Val Arg Ala Gly V±l Arg Xaa Ala Ala 
15 20 25 

CTA CTC CGC CGT GCT GGA TRC CGT GAT CTC CAR CGr; CGG CCT CCT CAG 194 
Leu Leu Arg Arg Ala Gly Xaa Arg Aso Leu GLn Arg Arg Fro P^o Gin 
. 30 35 40 45 



206 



(2) INFORMATION FOR SEQ ID NO: 291: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 299 base pairs 

(BJ TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

{ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 26.. 219 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 1 . . I 94 
id T06781 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
tB) LOCATION: 204 . .234 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 176 . . 206 

id T06781 

est 
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(ix) FEATURE: 

(A) NAME/ KEY : other 
(3) LOCATION: 22.. 74 - 
(C) IDENTIFICATION METHOD; blastn 
'(D) OTHER INFORMATION: identity 90 

region 1 . . 53 
id AA101364 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 71.. 110 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 92 

region 51 . . 90 
id AA101354 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 13.. 203 

/ r \ TBCVfT PT/'Ti mi-AL. . 

iw, ,uuuici^ U uiN pjumuu: von Heijne matrix 
(D) OTHER INFORMATION: score 4.1 

seq LDAVIASAGLLRA/EK 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 291: 

AAAAGGCGCG CGGGAAC ATG GGG CTG TAT GCT GCA GCT GCA GGC GTG TTG 
Met Gly Leu Tyr Ala Ala Ala Ala Glv Val Leu 
-60 .55 

GCC GGC GTG GAG AGC CGC CAG GGC TCT ATC AAG GGG TTG GTG TA^ t C C 
Ala Gly Val Glu Ser Arg Gin Gly Ser lie Lys Gly Leu Val Tyr Ser 
~ 50 -45 _4o 

AGC AAC TTC CAG AAC GTG AAG CAG CTG TAC GCG CTG GTG TGC GAA ACG 
aer Aon ?he Gin Asn Val Lys Gin Leu Tyr Ala Lou Val Cvs Glu Thr 
- 30 -25 ' -2o 

CAG CGC TAC TCC GCC GTG CTG GAT GCT GTG ATC GCC AGC GCC GGC CTC 
Gir. Arg Tyr Ser Ala Val Leu Asp Ala Val lie Ala Ser Ala Gly Leu 
~ 15 -10 _ 5 

CTC CGT GCG GAG AAG AAG CTG CGG CCG CAC CTG GCC AAG GTG CTA GTG 
i-eu Arg Ala Glu Lys Lys Leu Arg Pro His Leu Ala Lys Val Leu Val 
15 10 

TAT GAG TTG TTG TTG GGA AAG GGC TTT CGA GGG GGT GGG GGC CGA TGG 
.vr Glu .eu Leu Leu Gly Lys Gly Phe Arg Gly Gly Gly Gly Arg Trp 
Id 20 25 

.---.■j oCC CGG 
Lys Ala Arg 

30 



50 



98 



146 



194 



242 



290 



299 



(2; INFORMATION FOR SEQ ID NO: 292: 
{i: SEQvEMCE CHARACTERISTICS : 
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(A) LENGTH: 4 57 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

.(vij ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

• (ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 295.. 458 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION : identity 100 

region 1. . 163 
id R50658 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: complement ( 4 1 3 458) 

(C) IDENTIFICATION METHOD : biastn 

(D) OTHER INFORMATION: identity 100 

region 442 487 
id AA01600I 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 5.. 196 
(C) 
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IDENTIFICATION METHOD: Von Heijne matrix 
OTHER INFORMATION: score 4.1 

seq WLLRLAYLADIFT/KL 

xi) SEQUENCE DESCRIPTION: SEQ ID NO: 292: 



~ir 
15 



49 



97 



AGAA ATG GGT GCT CAG CAC ACA GCA CTT CTT CTA AAT AC A GAG GTG AGG 
Met Gly Ala Gin His Thr Ala Leu Leu Leu Asn Thr Glu v a i Arg 
" 6 ° -55 . 50 

TGG CTT TCT CGA GGT AAA GTT CTT GTA AGA CTT T7T GAA CTT CGT CG- 
Trp Leu Ser Arg Gly Lys Val Leu Vai Arg Leu Phe Glu Leu Arg *ro 
" 45 -40 -35 

GAA CTT TTG GTT TTC ATG GAT TCT GCT TTT CGA CTA TCT GAT TGT - TA 
Glu Leu Leu Val Phe Met Asp Ser Ala Pne Arg Leu Ser Aso lyl Leu 
" 30 "25 -20 

ACA AAT TCA TCT TGC CTG CTA AGA CTT GCA TAT CTT GCA G^T ATT ^ TT 
Tnr Asn Ser Ser Trp Leu Leu Arg Leu Ala Tyr Leu Ala So ill P H 
" iD -10 _5 

S "* f T ^ TTG TCA ATG CAA GC; - AAA AAT GTG ACC 

mr Ly ,eu Asn Glu Val Asn Leu Ser Met Gin Giy Lys Asn Val Th 

1 5 10 

GTT TTT ACA GTA TTT GAT AAA ATG TCC TCA TTG TTA AGA AAA TTG GAA 239 



145 



193 



241 
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Val Phe Thr Val Phe Asp Lys Met Ser Ser Leu Leu Arg Lys Leu Glu 
20 25 30 

TTT TGG GCC TCA TCT GTA GAA GAA GAA AAC TTT GAT TGT TTT CCT ACA 337 
Phe Trp Ala Ser Ser Val Glu Glu Glu Asn Phe Asp Cvs Phe Pro Thr 
35 40 45 

CTC AGT GAT TTT TTG ACT GAA ATT AAT TCT ACA GTT GAT AAA GAT ATT 38 5 
Leu Ser Asp Phe Leu Thr Glu lie Asn Ser Thr Vii Aso Lvs Asp lie 
50 55 60 * 

TGC AGT GCC ATT GTG CAG CAC CTA AGG GGT TTG CGC GCT ACT CT G TTA <133 
Cys Ser Ala lie Val Gin His Leu Arg Gly Leu Arg Ala Thr Leu Leu 
o5 70 75 



AAA TAC TTT CCT GTA ACA AAT GAC 
Lys Tyr Phe Pro Val Thr Asn Asp 
80 85 



457 



(2) I N FORMAT ION FOR S EO ID NO : 293; 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 248 base pairs 

(B) TYPE: NUCLEIC ACID 
(CJ STRANDEDNESS : DOUBLE 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY : other 
" (B) LOCATION: 60. .24 7 

(C) IDENTIFICATION METHOD: blastn 
(DJ OTHER INFORMATION: identity 95 

region 19. . 206 
id AA044042 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 70.. 247 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 6. . 183 
id AA127902 
est 

(ix) FEATURE: 

(A} NAME /KEY : other 

(B) LOCATION: 88.. 247 

(C) IDENTIFICATION METHOD: blastn 
ID) OTHER INFORMATION: identity •):> 

region 1 . . 1 60 
id AA056579 



est 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: comDlement ( 99 . . 24 7 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: . identity 99 

region 302. .450 
id W93399 
est 

(ix) FEATURE: 

(A) NAME/KEY : other 
(3) LOCATION: 90.. 2 37 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 11 . . 158 
id R29154 
est 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 
f 3 .3 LOCATION: 117.. 191 

;C) IDENTIFICATION METHOD : Von Hei-'ne matrix 
O) OTHER INFORMATION : score 4 

seq LVVMVPLVGLIHL/GW 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 293: 

AATCCGCGGC AGAGCGGCTG CTTGAGATCT GTTTCTGGGG CCTCTGGCGG TGGCGGCCTG 60 

TGGCGGCCTG GGGCGGCGCG ACGGCTGGTG CGCAGGTACA CTGATGCTGA AGTACT ATG 119 

Met 
-25 

AGC CTT CGG AAC TTG TGG AGA GAC TAC AAA GTT TTG GTT GTT ATG GTC 
Ser Leu Arg Asn Leu Trp Arg Asp Tyr Lys Val Leu Val Val M-t Val 
-20 , 15 



-10 



CCT TTA GTT GGG CTC ATA CAT TTG GGG TGG TAC AGA ATC AAA AGC AGC 
?ro Leu Val Gly Leu lie His Leu Gly Trp Tyr Arg lie Lys Ser Ser 
" 5 1 5 

CCT GTT TTC CAA ATA CCT AAA AAC GAC AAC ATG 
Pro Val Phe Gin lie Pro Lys Asn Asp Asn Me*- 
10 15 



167 



215 



243 



(2) INFORMATION FOR SEQ ID NO: 294: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 389 base pairs 

(3) TYPE: NUCLEIC ACID 

■CI STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

{A; ORGANISM: Homo Sapiens 
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(F) TISSUE TYPE : Heart 



292 
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(ixj FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 245. .374 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity S7 

region 20 . .149 
id T41381 
est 

(ix) FEATURE; 

(A) NAME /KEY : sig_peptide 
(8) LOCATION : 75.. 227 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq GKLLQLVLGCAIS/CE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 294: 
AAAAATAAAA TGTAnnrAHP annarTr^s.a mr-r-n.r-^r-^^ ._ 

- - v unvj^r.unuu^ ttOOlOtjl^.H L. UL' AG G 60 

TCAGCAATCT GAAG ATG GTC TTA CGG AGC CTA GTA GAG TAC TCC CAG GAT 110 
Met Val Leu Arg Ser Leu Val Glu Tyr Ser Gin Asp ■ 
-50 .45 -40 

GTC CTG GCG CAT CCT GTG TCA GAA GAG CAT CTC CCA GAT GTG AGC CTC 158 
Vai Leu Ala His Pro Val Ser Glu Glu His Leu Pro Asp Val Ser Leu 
-35 -30 . 25 

ATT GGA GAG TTC TCA GAC CCG GCA GAG CTC GGC AA3 CTG CTT CAG CTG 206 
lie Gly Glu Phe Ser Asp Pro Ala Glu Leu Gly Lys Leu Leu Gin Leu 
"20 -15 - 10 

GTG CTG GGC TGT GCC ATC AGT TGC GAG AAA AAG CA." GAC CAC ATC CAG 254 
Vai ^eu Gly Cys Ala lie Ser Cys Glu Lys Lys G:- Asp His lie G' n 
~ 5 1 i 

AG A ATC- ATG ACG CTG GAA GAA TCG GTT CAG CAT GTG GTG ATG GAA GCC 302 
Arg lie Met Thr Leu Glu Glu Ser Val Gin His Val Vai M*t Glu Ala 
1C 15 20 25 

ATC CAA GAG CTC ATG ACC AAA GAC ACT CCT GAC TCC CTG TCA CCA GAG 350 
lie Gin Glu Leu Met Thr Lys Asp Thr Pro Asp Ser Leu Ser Pro Glu 
30 35 40 



ACG TAT GGC AAC TTT GAC AGC CAG TCC CGC AGT ACT GGG 
Thr Tyr Gly Asn Phe Asp Ser Gin Ser Arg Ser Thr Gly 
45 50 



389 



INFORMATION FOR SEQ ID NO: 295: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 405 base pairs 
(3) TYPE: NUCLEIC ACID 
(C'i STRAMDEDNESS : DOUBLE 
TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: CON A 

<vi) . ORIGINAL SOURCE: 

{A} ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/ KEY: other 

(B) LOCATION: 241.. 406 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION; identity 99 

region 105 . . 270 
id AA08483C 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 200.. 229 

<C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 100 

rem % n * HA f\ ") 

id AA08483O 
est 

tix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 241.. 406 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 66. . 231 
id W01570 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 200. .229 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 

region 26 . .55 
id W01570 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 296. .406 

(C) IDENTIFICATION METHOD ; blastn 

(DJ OTHER INFORMATION : identity 99 

region 1 . .ill 
id H3217Q 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 298.. 406 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 100 

region 7 . .115 
id N71014 
est 
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(ix) . FEATURE: 

(A) NAME /KEY: other 

<B) LOCATION: complement { 1 4 7 . . 201 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity'?;' 

region 23fc . . 292 

id N35296 

est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 358. .396 
.. (C) IDENTIFICATION METHOD: Von Heijne matrix 
■(D) OTHER INFORMATION: score 3.9 

seq MIHGFCLAPTTSA/KN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 295: 

ATGGGGGCGG ASTAGCCGGA GCCGCGAGTC CATTTTGGGG CTGTGCTTGG CGCGTACCGT 60 

GCGGTCCCTG TAGTTGGAGG ACGGGCGGTC GCGCSGGCCT rrrrrzrr&r. nnrr^^ , 

GAGATAAGTA CCCGCCGCCC GGCTTCTCTC GGGAAAGCGG GGTGGTCCTC GAACCTTCAG 130 

CGAGGGTGGG GAGTTGCCCA GTAGCCTCTA GTTCGTTAGT CAAAACGTGA AAAAAAAAG A 24 0 

CCTGCTTTGC CVTGGGAAAT AGTAACCCTG CCAAATACAT CACCTTGTAG GAGACAGAGG 300 

ATGTGATGGA GCTGCTTGAA GAAGATCTCA CATGCCCTAT TT^TTGTAGT CTGTTTG 357 

ATG ATC CAC GGG TTT TGC CTT GCT CCC ACA ACT TCT GCA AAA AAT GCT 4 05 
Met He His Gly Phe Cys Leu Ala Pro Thr Thr Ser Ala Lys Asn Ala 
-10 - 5 ! 

(2) INFORMATION FOR SEQ ID NO: 2 96: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 167 base pairs 

(3! TYPE: NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 
CD] TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

. (A) NAME /KEY : other 
(3) LOCATION: 24 . . 86 
(Cj IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity VS 

region 1 . . b3 
id C16693 
est 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION; 25... 86 

(C) IDENTIFICATION METHOD: blastn 
(DJ OTHER INFORMATION: identity 95 

region 9 , . 70 
id H48377- 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 38.. 8 6 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 95 

region 36 . .84 
id R17245 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION; 38 . . 36 

/ C \ T HITMT T C*T r* ft T T OM lAX?*T\i.\r\r> . U i ^ , ... 
* — ' — ^ j. j. i wii n&iavu; U-Ldis L 1 1 

(D) OTHER INFORMATION: identity 95 

region 7 . . 55 
id H19182 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 19 .. 54 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 91 

region 181 . .216 

id T12463 

est 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 90.. 140 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq RTWCLACVEASPG/OP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2 Or : 



AAGCCTGGGA CACCGCCGGC CGGGAGAGAA GCGGATCCCG TCCGAGCCCC GGCCCCAAGT 60 

AACGCCGCCG CCCCGGAGCC GCCGTGAGT ATG CYT TGT CCC AGG ACC TGG TGT LI 3 

Met Xaa Cys Pro Arg Thr Trp Cys 
-15 - 10 

CTC GCC TGC GTT GAA GCA TCT CCA GGG CAG CCC TTC CTC CCG CCC CGC 161 
Leu Ala Cys Val Glu Ala Ser Pro Gly Gin Pro Ph* Leu Pro Pro Ara 
"5 1 5 



CCC GGG 
Pro Gly 



167 
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(2) INFORMATION TOR SEQ ID NO: 297: 

(i) SEQUENCE- CHARACTERISTICS: 

(A) LENGTH: 224 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE; CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 89.. 222 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 93 . . 226 
id W31645 



• ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 2 6.. 90 

(C) IDENTIFICATION METHOD: blastn 
CD) OTHER INFORMATION: identity V v 

region 31 . .95 
id W81645 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 89. .222 

JO IDENTIFICATION METHOD: blastn 
(DJ OTHER INFORMATION : identi-y 97 

region 62 . .195 
id W06951 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 3 3.. 90 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 7 . . 64 
id W06951 
est 

(ix) FEATURE: 

■A) NAME/KEY : other 

{B; LOCATION: 4 5.. 222 

{C; IDENTIFICATION METHOD: blastn 

ID) OTHER INFORMATION: identity S7 

region 2 . . 1 79 
id W38711 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_pepcide 
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(3) LOCATION: 24 . .86 

{C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION :. score 3.7 

seq ETCALASHSGSSG/SK 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 297: 

GCNGTCGGCT CCGCGGCGCC GCC ATG GCC GAC GTG GAA GAC GGA GAG GAA ACC 53 

Met Ala Asp Val Glu Asp Gly Glu Glu Thr 
-20 - 15 

TGC GCC CTG GCC TCT CAC ICC GGG AGC TCA GGC TCC AAG TCG GG\ GGC 101 
Cys Aia Leu Ala Ser His Ser Gly Ser Ser Gly Ser Lys Ser Gly Gly 
-10 -5 i I 

GAC AAG ATG TTC TCC CTC AAG AAG TGG AAC GCG GTG GCC ATG TGG AGC 14 9 
Asp Lys Met Phe Ser Leu Lys Lys Trp Asn Ala \ = 1 Ala Met T-p Ser 
10 15 20 

TGG GAC GTG GAG TGC GAT ACG TGC GCC ATC TGC AGG GTC CAG GTG ATG 197 

Tr.D Asn Va.1 Gl " rvQ Thr r< r ~ » .i - n. ». » ~* .. . 

- -J- •-- r -y- j-a^ ^ya ailj vdi oifl va 1 Met 

25 30 35 



GAT GCC TGT MT7 AGA TGT CAA GCG GGG 
Asp Ala Cys Xaa Arg Cys Gin Ala Gly 
40 45 



224 



(2) INFORMATION FOR SEQ ID NO: 2 98: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 356 base pairs 
(3) TYPE: NUCLEIC ACID 

(C) STRANDEDN3SS: DOUBLE 

(D) TOPOLOGY : LINEAR 

(ir) MOLECULE TYPE: CDMA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 122.. 188 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 198 . ,264 

id R58050 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: complement ( 122 .. 18 8 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 193 . .259 
id H93S70 
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est 
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(ix) FEATURE: 

(A) NAME/KEY: other 

(B) .LOCATION: complement ( 1 22 . .188) 

(C) IDENTIFICATION METHOD; blastn 

(D) OTHER INFORMATION: identity 100 

region 19 4. .260 

id N66980 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 122 .. 188 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 198 . .264 
id AA159781 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: complement ( 122 . . 188 1 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 151 . . 227 

id H45410 

est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 273. .350 

tC) IDENTIFICATION METHOD: Von He, jne matrix 
(D) OTHER INFORMATION: score 3.7 

seq IIMFLLIIVCGSP/RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 299: 

TAGAAGTAGC AGGATCGCCT TAATAATAAT AATAGTTTTG TAGCATGAAG CCTGAGCATT 60 

GTCCAAAGTT TGGAAATGTG AACGCTGATA GTCACATCTG TCCATCTTTC CACATTTCTA 120 

GGATGC7GAC AGACAGCACC AAGAAGTAAT TGCAATTTAT CCGACACACC TTCTTAGTGC 180 

TGCACAGGTA AAGAACTACT TCTCCTTTGG AAAGAATATT GCTTTAGAGA TAATAATTTT 240 

TATTTTCAAA TAAATTTATG TGAAAGTAAT TG ATG TTT AAA GTA GCT GCA CCC 

Met Phe Lys Val Ala Ala Pro 
-25 _20 

CCT ATG CTT ATT TAW KAA ATA ATT ATG TTT CTT TTA ATC AT T G-t ? GT 
Pro Met Leu lie Xaa Xaa lie lie Met Phe Leu Leu He lie Val Cys 

GGA TCT CCC AGG CCG 
Gly Ser Pro Arg Pro 
1 



293 



341 



356 
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(2) INFORMATION FOR SEQ ID NO: 299: 



(i) SEQUENCE CHARACTERISTICS-: 

(A) LENGTH: 216 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 87 . . 181 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 98 

region 228 . . 322 
id M29854 



(ix) FEATURE: 

(A) NAME/ KEY : other 

(B) LOCATION: complement ( 1 .. 4 6) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 100 

region 363 . . 408 

id N29854 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(3) LOCATION: complement ( 4 4 .. 93 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 94 

region 313.. 364 
id N29854 ' 
est 

(IK) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 87 .. 18 1 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 67 . . 161 
id T32629 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: complement ( 1 93 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 1 54 .. 246 

id T32629 

esc 



Ii/.) FEATURE: 

■A) NAME /KEY : other 
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(B) LOCATION: complement ( 37 . . 18 1 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION ; - identity 93 

region 230. .324 
id W61289 
est 

(i:<) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 6 .. 93) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 317 . . 404 
id W61289 
est 



fix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: complement (97 .. 181) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identify 9- 

v- , ^ „ -11-1 

id N53422 
est 



(ix) FEATURE : 

(A) NAME/KEY: other 

(B) LOCATION: complement ( 3 .. 93 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 31S . . 409 

id N53422 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 37.. 181 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 78 . . 172 
id N50275 
est 



(ix) FEATURE: 

(A) NAME /KEY : other 
(E) LOCATION: 9. . 93 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 94 

region 1 . . 85 
id N50275 
est 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: 64 . . 126 

(O IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 3.6 

seq FXMCLWSLRNLFS/RC 



Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 299: 
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AGCTATTTGG ATAGTGTAGC TTTAATGTGC TGCACATGAT ACTGGCAGCC CTAGAGTTCA 60 

TAG ATG GAC TTT TGG GAC CCA GCA GTT TTT RAA ATG TGT TTA TGG AGT 108 
Met Asp Phe Trp Asp Pro Ala Val Phe Xaa Met Cys Leu Trp Ser 
-20 -15 -io 

TTA AGA AAT TTA TTT TCC AGG TGC AGC CCC TGT CIA ACT GAA ATT TCT i 56 
Leu Arg Asn Leu Phe Ser Arg Cys Ser Pro Cys L.: i Thr Glu lie Se- 
" 5 1 5 10 

CTT CAC CTT GTA CAC TTG ACA GCT GAA AAA AAA CAA CAT GGG AG^ AA T 
Leu His Leu Val His Leu Thr Ala Glu Lys Lys G'.n His G'y Ser Asn 
15 20 25 



AAT GGG TCG GCG 
Asn Gly Ser Ala 
30 



204 



216 



(2) INFORMATION FOR SEO ID NO; 300: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 273 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOUBLE 

(D) TOPOLOGY: LINEAR 

(iij MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(i:-;J FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION : 9.. 122 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 9? 

region 1 . . 1 14 
id R56502 
est 

(ixj FEATURE: 

(A) NAME /KEY : other 
(8) LOCATION: 173.. 269 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

region 162 . . 258 

id R56502 

est 

FEATURE: 
(A) NAME /KEY : other 
(3) LOCATION: 129.. 172 
(Z) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION : identity DS 

region 119. . 162 
id R55502 
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(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: 160.. 261 

(Cj IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 3.6 

seq SVPLLSLSHSIGI/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 300: 

AGTGACCAAA TGACTTAACC ACAGATGGAG TGAAGACAGG GGTAACTGCT TGGTCTGGTC 60 

CCCAGTAGAG CATTGCTCAC TATAAACCAC AAGCTGCTTC TAATTTATTT GAGRTGKTAM 120 

TAAYCGTGGS CCTTKATATT CTGGTCTCTC TTGCTGCAA ATG AGT CCG GCA GGC 174 

Met Ser Pro Ala Gly 
-30 

AAG CAC AAC TCA GAA .AGC AAA TTC ACC TTC TTT OTA GCC CTT GAT GGG 222 
Lvs His Asn Ser Gin Ser T.\^ Pha Thr- di^ du„ , * i _ „ 

-25 -20 - L 5 

TCG GTC CCC CTG TTG TCT CTT TCT CAT TCC ATA GGC ATT TCC CCC ACA 27 0 
Ser Val Pro . Leu Leu Ser Leu Ser His Ser He Gly He Ser Thr 
-10 -5 x 



AGG 
Arg 



273 



(2) INFORMATION FOR SEQ ID NO: 301: 



{i} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 163 base pairs 
-(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNESS: DOU3LE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: compl ement ( 78 . . 1 60 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 149. .231 

id H15081 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: complement ( 1 7 l } 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 
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region 238 . . 308 
id H15081 
- est 

(ix) FEATURE: - ■ 

(A) NAME /KEY: other 

(B) LOCATION: complement (2 .. 71 ) 

(C) IDENTIFICATION METHOD: blastn 

- (D) OTHER INFORMATION: identity 98 

region 234 . . 303 

id H16744 

est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: complement (78 . . 160 J 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 148 . .230 

id R61691 

est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(S) LOCATION: complement ( 2 .. 72 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 236 . .306 

id R61691 

est 



(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: complement ( 2 8 5 ) 

(C) IDENTIFICATION METHOD: blastn 
(.D) OTHER INFORMATION : identity 

region 22^ . . 306 

id H17833 

est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: complement ( 109 160 ) 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 14 3.. 199 

id H17833 

est 

(ix) FEATURE : 

(A) NAME/KEY: sig_peotide 

(B) LOCATION: 23. .73* 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.5 

seq LVCVGLKTEGPWG/R? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 301: 



.?GT GGTGBT TG7GTCTTAA CT ATG CAC TGG GCC CTT ■ ;c TGC G7C GCC TTG 

Met His Trp Ala Leu V. ; i Cys Vai Gly Let; 
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-15 



-10 



CAT ACA GAG GGC CCC TGG GGT CGG CCC TCC GGC C7G GCC TCA GCC AGT 
His Thr Glut Gly Pro Trp Gly Arg Pro Ser Gly Leu Ala Ser Ala Ser 
~ 5 1 5 



100 



GGG ATG GAC AGG GCC AGG CAG GCC TCT GAA CTT CCA CCT CCT GGG GCC 
Gly Mac Asp Arg Ala Arg Gin Ala Ser Glu Leu Pro Pro Pro Gly Ala 
10 15 20 25 

TCC CAG ACC CCC CAG 
Ser Gin Thr Pro Gin 
30 



143 



163 



INFORMATION FOR SEQ ID NO: 302: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 256 base pairs 

(3) TYPE: NUCLEIC ACID 

(C) STRANDEDNES5: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F} TISSUE TYPE: kidney 

(ix) FEATURE : 

(A) NAME /KEY : other 

(B) LOCATION: 86.. 256 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 93 

region 155.. 325 

id K16532 

est 

I'ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 5.. 62 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 95 

region 1 , . 58 
id H16532 
esc 

(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 86.. 256 

(C) IDENTIFICATION METHOD: blastn 

(D> OTHER INFORMATION: identity S3 

region 170 . . 340 

id H17763 

est 



(ix) 



FEATURE: 
(A) NAME /KEY : other 
(2) LOCATION: S . . 52 
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(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 100 

- region 1 . . 55 
id H17763 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 86.. 165 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 168 . . 247 

id R21494 

est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 11.. 62,. 

(C) IDENTIFICATION METHOD:* blastn 

(D) OTHER INFORMATION: identity 100 

region 1 . . 52 

nil a t\.A 

est 

(ix) FEATURE: 

(A) NAME /KEY: other 

(B) LOCATION: 183.. 222 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 97 

region 268 . . 307 

id R21494 

est 



(ix) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 86.. 238 

(C) IDENTIFICATION METHOD: blastn 

(Di OTHER INFORMATION : identity 9e 

region 111.. 263 
id AA084 5 5I 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 86. .256 

(C) IDENTIFICATION METHOD : blastn 

(D) OTHER INFORMATION: identity 97 

region 136 . . 306 

id R52491 

est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 20.. 235 

tO IDENTIFICATION METHOD: Von Hei-p.e matrix 
(Di OTHER INFORMATION: score 3.5 

seq WFYIGSSLNGTRG/KR 



{:•:!) SEQUENCE DESCRIPTION; SEQ ID NO: 3D2: 
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AGAGCTCGCT .GTGGCCCGG ATG TTC GGT GCA GCT GCC AGA ICC GCT GAT CTA 52 

Met Phe Gly Ala Ala Ala Arg Ser Ala Asp Leu 
-70 - -65 

GTG CTT CTC GAA AAA AAC CTT CAG GCG GCC CAT GGG TAT GCC CAA GAG 100 
Val Leu Leu Glu Lys Asn Leu' Gin Ala Ala His Gly Tyr Ala Gin Glu 
-60 -55 ' -50 

GAC AGA GAA CGA ATG CAC AGA DRT ATT GTC AGC CTT GSA CAG AAT CTC 14 3 
Asp Arg Glu Arg Met His Arg Xaa He Val Ser Leu Xaa Gin Asn Leu 
-45 -40 -35 -30 

CTG AAC TTT ATG ATT GGC TCT ATC TTG GAT TTA TGG CAA TGC TTC CTC 196 
Leu Asn Phe Met He Gly Ser lie Leu Asp Leu Tru Gin Cys Phe Leu 
-25 -20 -15 

TGG TTT TAC ATT GGT TCT TCA TTG AAT GGT ACT C ' * GGA AAA AGA GTT 24 4 
Trp Phe Tyr lie Gly Ser Ser Leu Asn Gly Thr A.-g Glv Lys Arg Val 
-10 -5 * 1 



CCA GCG CAC TTT 
Pro A! i His Phe 
5 



256 



(2) INFORMATION FOR SEQ ID NO: 303: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 132 base pairs 

(3) TYPE : NUCLEIC ACID 

(C) STRANDEDNESS : DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 

. (vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

■A) NAME /KEY : other 

(3) LOCATION: 3. . 116 

(C) IDENTIFICATION METHOD : blastn 

iD) OTHER INFORMATION: identity 100 

region 1 . . 1 14 
id N87112 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 50 . . 130 
(C) IDENTIFICATION METHOD: blastn 
(0) OTHER INFORMATION: identity 93 

region 1 . . 31 
id AA094982 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 
{3) LOCATION: 52.. 130 
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(C) IDENTIFICATION METHOD: blastn 
■(D) OTHER INFORMATION: identity 100 

- region 1 . . 79 
■ id T68050 
est 

(ix) FEATURE: 

(A) NAME /KEY : other 

(B) LOCATION: 4 7 . . 130 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 1 . . 84 
id AA157180 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 50. .130 

. (C) IDENTIFICATION METHOD: blastn 
(D) OTHER INFORMATION: identity 9>7 

region 1 . . 81 
id AAISS^ 3 * 7 
est 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: 4 3. .123 

<C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 3.5 

seq WALLI VCDVF5A/SA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3..;: 

AGCCGGAGCA AAGTTTCACT TATAGAAGGG AGAGGAGCGA AC ATG GCA GCG CGT 54 

Met Ala Ala Arg 
-25 

TGG CGG TTT TGG TGT GTC TCT GTG ACC ATG GTG GTG GCG CTG CTC A^C i 02 
Trp Arg Phe Trp Cys Val Ser Val Thr Met Val Val Ala Leu Leu 
~ 20 -15 -io 



GTT TGC GAC GTT CCC TCA GCC TCT GCC CGG 
Val Cys Asp Val Pro Ser Ala Ser Ala Arg 
-5 ! 



132 



(2) INFORMATION FOR SEQ ID NO: 304: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 436 base pairs 
(3; TYPE: NUCLEIC ACID 
(CI- STRANDEDNESS: DOU3LE 
:D: TOPOLOGY: LINEAR 

iii) MOLECULE TYPE: CDNA 

(vi) ORIGINAL SOURCE: 

(A; ORGANISM: Horr.o Sapiens 

iO) DEVELOPMENTAL STAGE: Fetal 
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(F> TISSUE TYPE: kidney 

(ix) FEATURE: 

<A) NAME/KEY: other 

(B) LOCATION: 7 3. .233 

(C) IDENTIFICATION METHOD: blastn 
CO) OTHER INFORMATION: identity 100 

region 16. .131 
id W32979 
est 



(ix) FEATURE: 

(A) NAME/KEY: other 
<B) LOCATION : 3 15.. 394 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 96 

region 260 . . 338 

id W32979 

est 

FEATURE : 
(A) NAME /KEY : other 
{B> LOCATION: 251.. 322 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 93 

region 194 . .265 
id W32979 
est 

(ixj FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 251.. 4 37 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 99 

region 107 . .293 
id AA1285S6 
est 

fix] FEATURE: 

(A) ' NAME /KEY : other 
(3) LOCATION: 14 5.. 2 38 
(-> IDENTIFICATION METHOD : blastn 
(D) OTHER INFORMATION: identity 100 
region 1.94 
id AA1285 " ; 
est 

<ix) FEATURE: 

(A) NAME/KEY: other 
(S) LOCATION: 251.. 331 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION: identity 98 

region 104 . . 234 
- id T20234 
est 

(ix.) FEATURE: 

(A) NAME /KEY : other 

(3) LOCATION: 153.. 239 

iC) IDENTIFICATION METHOD : blastn 

,"D) OTHER INFORMATION: identity 98 
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region 6 . . 9 1 
id T20234 
• est 

- (ix) FEATURE: 

(A) NAME/KEY: other 
(BJ LOCATION: 383. .437 

(C) IDENTIFICATION METHOD ; biastn 

(D) OTHER INFORMATION : identity 99 

region 235. .289 

id T20234 

est 

(ix) FEATURE: 

{A} NAME/KEY: other 

(B) LOCATION: 1X5.. 2 38 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION: identity 100 

region 65 . .138 

id T32594 
est 

(ix) FEATURE: 

. (A) NAME/KEY: other 
(3) LOCATION: 251.. 318 

(C) IDENTIFICATION METHOD: biastn 

(D) OTHER INFORMATION : identity c - z 

region 201 . .263 
id T32594 
est 

(ix) FEATURE: 

(A) NAME/KEY: other 
(3) LOCATION: 52.. 115 
(C) IDENTIFICATION METHOD: biastn 
( 0 ) OTHER INFORMATION: identity 9c 
region 1 . . 34 
id T32594 
est 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: 2 4 5.. 292 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

( D) - OTHER INFORMATION: score 3.5 
' seq LLLQPSMIQEVWT/XY 

SEQ ID NO: 304 : 



AATAGACTGC A 3 TAT CT TAT 7GATT7GGG7 60 

ACCCAGCTTG TCAATGGGAG AGGTGTGACC 120 

CAGCTGGTTG A'JGAGGGTGC TGACACCTTT 180 

GCTTCAGAA.C TAGCTATTGC TGCCATTGAA 24 0 

CCT TCT ATG Arc CAA GAA GTC TGG 289 
Pro Ser Met He Gin Glu Val Tro 
-5 * ' 



(xi) SEQUENCE DESCRIPTION: 

ATCAGACGCC AGTATAAGCC TTTGAGTCTC 

CG7G7TGATC CTAGTCAACC TATTGACTTA 

ATCCACCCAC TTAAAAGGGA T7ATGGTGTC 

ACGGCAAAAG TTAATATTGA AGTACAGTTG 

AAAA A7G C-TG G7G TTG TTA CTA CAG 
Mo. Val Val Leu Leu Leu Gin 
-15 -10 
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ACA THG TAT GCA AAC CTG TTC CAT TCT TTC TTC GTG GAC AAC CCA TTC 
Thr Xaa Tyr Ala Asn Leu Phe His Ser Phe Phe Vai Asp Asn Pro Phe 
15 10 15 



337 



CAA AAA GAA TGC TTC CAC CAG AAG AAC TGG TAC CAT ATT ACA CTG ATG 
Gin Lys Glu Cys Phe His Gin Lys Asn Trp Tyr His He Thr Leu Met 
20 25 30 



385 



CAA AGA ACC GTG GGT ACC TGG CGG ATC CTG CCA AAT TTC CTG AAG CAC 
Gin Arg Thr Val Gly Thr Trp Arg lie Leu Pro Asn Phe Leu Lys His 
35 40 45 



4 33 



GAC 
Asp 



436 



{2) INFORMATION FOR SEQ 10 NO: 305: 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 406 base pairs 

(B) TYPE: NUCLEIC ACID 

(C) STRANDEDNE5S: DOUBLE 

(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: CDNA 



(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(FJ TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME/KEY: other 

(B) LOCATION: 82.. 407 

(C) IDENTIFICATION METHOD: fasta 

(D) OTHER INFORMATION : identity id-. 5 

region 1 . .32 6 
id HSAR3E 
vrt 



(ix) FEATURE: 

(A) NAME /KEY : other 
(3) LOCATION: 38.. 171 

(C) IDENTIFICATION METHOD: blastn 

(D) OTHER INFORMATION : identity 96 

region 1 . . 84 
id AA16031^ 
est 

(ix) FEATURE: 

(A) NAME/ KEY : sig_pepride 

(B) LOCATION: 14 9.. 241 

•CJ IDENTIFICATION METHOD: Von Heijne matrix 
!D) OTHER INFORMATION: score 10.5 

seq LAVLLSLAPSASS/O: 



i:<i> SEQUENCE DESCRIPTION: SEQ ID NO: 3C5: 
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AAAACT CG AA GTTAATCATT CCCAGCTCAA ACCC7TGTGC AA3TGCTCTC TGCCTTCACG • 60 

CTTGCTTCCT TT3GGAGAGA ACCTTCCTCT TCTTGA7CGG C:\TTCAGCA AGGAGCCCAG 120 

GRGCAGAGGA AGTAGAGAGA GAGRCAAC ATG TTA CAT CTG CAC CMT TCT TGT 172 

Met Leu His Leu His Xaa Ser Cys 
-30 -25 

TTG TGT TTC AGG AGC TGG CTG CCA GCG ATG CTC GCT GTA CTG CTA AGT 220 
Leu Cys Phe Arg Ser Trp Leu Pro Ala Met Leu Aid Val Leu Leu Ser 
-20 -15 -io 

TTG GCA CCA TCA GCT TCC AGC GAC ATT TCC GCC TCC CGA CCG AAC ATC 268 
Leu Ala Pro Ser Ala Ser Ser Asp He Ser Ala Ser Arg Pro Asa lie 

• " 5 1 5 

CTT CTT CTG ATG GCG GAC GAC CTT GGC ATT GGG GAC ATT GGC TGC TAT 316 
Leu Leu Leu Met Ala Asp As? Leu Gly He Gly Asp lie Gly Cys Tvr 
10 15 20 25 

GGC AAC AAC ACC ATG AGG ACT CCG ARN ATT GAC C3C CTT GCA GAG GAC 364 
Gly Asn Asn Thr Met Arg Thr Pro Xaa He Asp Arg Leu Ala Glu Asp 
30 35 40 



GGC G7G AAG CTG ACC CAA CAC ATC TCT GCC GCA 1ZT TTG TGC 
Gly Val Lys Leu Thr Gin His He Ser Ala Ala S :- - Leu Cys 
45 ... 50 55 



406 



(2) INFORMATION FOR SEQ ID NO: 306: 

{i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 2 6 amino acids 
(3) TYPE: AMINO ACID 
(Q) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix ' 

(D) OTHER INFORMATION: score 15.6 

seq LLLLL'-LRHGAQG/KP 

(xil SEQUENCE DESCRIPTION: SEQ ID NO: 3;i: 



Met Met Trp Arg Pro Ser Val Leu Leu Leu Leu Leu Leu Leu & -q His 

-20 -15 - :0 - 5 

Gly Aia Gin Gly Lys Pro Ser Pro Asp Ala 
1 5 
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(2) INFORMATION FOR SEQ 10 NO: 307: 



(i) SEQUENCE CHARACTERISTICS* 

(A) LENGTH: 4 0 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ D) DEVELOPMENTAL STAGE: Fecal 

( F} TISSUE TYPE: kidney 



(ixi FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -23.. -1 

(C) IDENTIFICATION METHOD: Von Hei]nc matrix 

(D) OTHER INFORMATION: score 14 

■ seq LAMLALLSPLSLA/QY 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 307: 



Mac GIu Arg Pro Leu Cys Ser His Lea Cys Ser Cys Leu Ala Met Leu 

-25 -20 -15 -10 

Ala Leu Leu Ser Fro Leu Ser Leu Ala Gin Tyr Asp Ser Trp Pro Xaa 

-5 1 " " 5 

Xaa Pro Glu Tyr Phe Gin Gin Pro 
10 15 



(2) INFORMATION FOR SEQ ID NO: 308: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 55 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii} MOLECULE TYPE: PROTEIN 

(vi} ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE : Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -18..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 12.3 

sec HILFLLLLPVAAA/QT 

(>:i> SEQUENCE DESCRIPTION: SEQ ID NO: 3Q3: 



Met :ie His Leu Gly His lie Leu Phe Leu Leu Leu Leu Pro Val Ala 
-15 -10 -5 



WO 99/06554 PCT/IB98/0I238 

313 

Ala Ala Gin Thr Thr Fro Giy Glu Arg Ser Ser Leu Pre Ala ?he Tyr 
1 5 10 

Pro GLy Thr Ser Gly Ser Cys Ser Gly Cys Gly Ser Leu Ser Leu Pro 
15 20 25 30 

Leu Leu Ala Gly Leu Val Ala 
35 



(2) INFORMATION FOR SEQ ID NO: 309: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 31 amino acids 

(B) TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Home Sapiens 

(D) DEVELOPMENTAL STAGE: Fecal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY : sig_peptide 
(B> LOCATION: -22. .-1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 12. 2 

seq LALAL J U\Q PASA/ RR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 309: 



Met Ala Val Lys Leu Gly Thr Leu Leu Leu Ala Leu Ala Leu Glv -Leu 
-20 -IS -10 

Ala Gin Pro Ala Ser Ala Arg Arg Lys Leu Leu Val Phe Leu Leu 
-5 1 5 



(2) INFORMATION FOR SEQ ID MO: 310: 

{ij SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 74 amino acids 
{B) TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi} ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME/ KEY: sigjpeptide 
<B) LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(D> OTHER INFORMATION: score 11.9 
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314 

seq LVLEFLLLS PVEA/ QQ 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 310: 



Met Glu Thr Leu Gly Ala Leu Leu Val Leu Glu Phe Leu Leu Leu Ser 
-20 -15 -10 -5 

Pro Val Glu Ala Gin Gin Ala Thr Glu His Arg Ly„ Lys Pro Trp Leu 
1 5 10 

Val Gly Leu Ala Ala Val Val Gly Phe Leu Phe He Val Tyr Leu Val 
15 20 25 

Leu Leu Ala Asn Arg Leu Trp Cys Ser Lys Ala Arc Ala Giu Asp Glu 
30 35 4C 

Glu Glu Thr Thr Phe Arg Met Glu Ser Gly 
45 50 



(2) INFORMATION FOR SEQ ID NO: 311: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 57 amino acids 

(B) TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) . ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION : -16. .-1 

{C) IDENTIFICATION METHOD: Von Hei]ne matrix 
{ D) OTHER INFORMATION: score 11.3 

seq PLLLSSL1GGSQA/MD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3::: 



Met Leu Leu Pre Leu Leu Leu Ser Ser Leu Leu Gly Gly Ser Gin Ala 
-15 -10 -5 

Met Asp Gly Arg Phe Trp He Arg Val Gin Giu Ser Val Met Val Pro 
1*5 10 15 

Glu Gly Leu Cys He Ser Val Xaa Leu Leu Phe Leu Leu Pro Pro Thr 
20 25 30 



Arg Leu Asp Arg Val Tyr Pro Ser Arg 
35 40 



(2: INFORMATION FOR SEQ ID NO: 312: 
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{1} SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 136 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

{iij MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE : 

(A) NAME /KEY : sig peptide 

(B) LOCATION: -147.-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 10.7 

seq LWLLFFLVTAIHA/EL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 312: 



Met Leu -Trp Leu Leu ?he Phe Leu Vai ?hr Ala lie His Ala Glu Leu 
-10 -5 1 

Cys Gin Pro Gly Ala Glu Asn Ala Phe Lys Val Arc Leu Ser He Arg 
5 10 15 

Thr Aia Leu Gly Asp Lys Ala Tyr Ala Trp Asp Thr Asn Glu Glu Tyr 
20 25 30 

Leu Phe Lys Aia Met Val Ala Phe Ser Met Arg Lys Val Pro Asn Arg 
35 40 45 ' 50 

Glu Ala Thr Glu He Ser His Val Leu Leu Cys Asn Val Thr Gin Arg 
55 60 65 

Vai Ser Phe Trp Phe Val Val Thr Asp Pro Ser Lys Asn His Thr Leu 
70 75 80 

Pro Ala Val Glu Val Gin Ser Ala He Arg Met Asn Lys Asn arg He 
8S 90 95 

Asn Asn Ala Phe Phe Leu Asn Asp Gin Thr Leu Glu Phe Leu Lys He 
100 105 1 1 

Pro Ser Thr Leu Ala Pro Thr Arg 
115 120. 



12; INFORMATION FOR SEQ ID NO: 313: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 50 amino acids 
(3} TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE 



PROTEIN 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -27 . . -1 

(C) IDENTIFICATION METHOD: Von He;-.ne matr'x 
£D) OTHER INFORMATION: score 10.7" 

sec LPLLCi FLQGATA/VL 

Ixi) SEQUENCE DESCRIPTION: SEQ ID NO: 313: 



Mec Aia Gly Ser Pro Ser Arg Ala Ala Gly Arg Arg Leu Gin L-u Pro 

"25 -20 -is 

Leu Leu Cys Leu Phe Leu Gin Gly Ala Thr Ala Val Leu Phe Ala Val 

-10 -5 , 5 

Phe Val Arg Tyr Asa His Lys Thr Asp Ala Ala Leu Trp Xaa Arg Lys 

10 ■ 15 20 

Leu Gly 



\i/ iivruiM'iniiuw run. sty iu wo: J14: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 55 amino acids 

(B) TYPE! : AMINO ACID 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SCURCE : 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE : Dystrophia muscle 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -39.. -1 

(C) 'IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 10.6 

seq ALALLLVLPLLWP/CS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 314: 

Met Lys Trp Pro Trp Thr Cys Leu Ala lie Leu Cys Pro Gly Pro Val 
-35 -30 -25 

Leu Ser Pro Pro Cys Ser Gly Pro Xaa Leu Ala Leu Ala Leu Leu Leu 
"20 -15 - 10 

Vol Leu Pro Leu Leu Trp Pro Cys Ser Val Phe Gly His Ala Leu Cys 



>:*a Pro S 



er Pro Ala Arg Arg 
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317 

10 15 



(2) INFORMATION FOR SEQ ID NO: 315: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 108 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

Ux) FEATURE: 

(A} NAME /KEY : sig_peptide 

(B) LOCATION: -23. .-1 

(C) IDENTIFICATION METHOD: Von Heijne manrix 
{DJ OTHER INFORMATION: score 10 

seq PLLGLL1SLPAGA/DV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NC: 3/: 



Mec Pro Ser Trp lie Gly Ala Val lie Leu Pro Leu Leu Gly Leu Leu 
-20 . -15 -10 

Leu Ser Leu Pro Ala Gly Ala Asp Val Lys Ala Arg Ssr Cys Gly Glu 
-5 1 5 

Val Arg Gin Ala Tyr Gly Ala Lys Gly Phe Ser Leu Ala Asp lie Pro 
10 15 20 25 

Tyr Gin Glu lie Ala Xaa Glu His Leu Arg He Cys Pro Gin Giu Tyr 
30 35 ;o 

Thr Cys Cys Thr Thr Glu Met Glu Asp Lys Leu Ser Gin Gin Ser Lys 
•45 50 55 

Leu Glu Phe Glu Asn Leu Val Glu Glu Thr Ser His Phe Val Arc Thr 
60 65 70 

Thr Phe Val Ser Arg His Lys Lys Phe Asp Gly Arg 
75 80 * 43 



[2; INFORMATION FOR SEQ ID NO: 316: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 43 amino acids 
(3) TYPE: AMINO ACID 
{0} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



(vi) ORIGINAL SOURCE: 
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(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: ■ 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -28. ,-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 10 

seq LWLSLLVPSCLCA/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 315: 



Met Leu Leu His Trp Val Arg Ser Gin Xaa Xaa Ser Asp Xaa Lys Leu 
-25 -20 -15 

Trp Leu Ser Leu Leu Val Pro Ser Cys Leu Cys Ala Ser Pro Trp Pro 
--10 -5 1 

Leu Pre Ser Leu Pro Leu Leu Leu Pro Pro Ser Leu Leu Ser Leu Leu 

5 10 15 20 



(2) INFORMATION FOR SEQ ID NO: 317: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 56 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi> ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

[?) TISSUE TYPE: kidney 

(ix) FEATURE: 

{A} NAME/KEY: sig_pep!iide 
{3} LOCATION: -34.. -1 

(C) IDENTIFICATION METHOD: Von Heijne macrix 

(D) OTHER INFORMATION: score 9.6 

seq LLLFSLLVSPPTC/KV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 317: 



Met Lys Tyr Leu Arg His Arg Arg Pro Asn Ala Thr Leu He Leu Ala 
-30 -25 -20 

He Gly Ala Phe Thr Leu Leu Leu Phe Ser Leu Leu Val Ser Pro Pro 
-15 -10 -5 

Thr Cys Lys Val Gin Glu Gin Pro Pro Ala He Pro Glu Ala Leu Ala 
1 5 10 

Trp Xaa Thr Pro Pro Thr Arg Tro 
15 20 
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(2) INFORMATION FOR SEQ ID NO: 318:- 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 127 amino acids 

(B) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{A} ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

£FJ TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -35.. -1 

iC) IDENTIFICATION METHOD: Von Hei;ne matrix 
(D) OTHER INFORMATION: score 9.5 

seq AMWWLLLWGVLQA/WP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 313:" 



Met Pro Gly Pro Arg Val Trp Gly Lys Tyr Leu Tro Arg Ser Pro His 

-35 -30 -25 * -20 

Ser Lys Gly Cys Pro Gly Ala Met Trp Trp Leu Leu Leu Trp Gly Val 

-15 -10 -5 

Leu Gin Ala Trp Pro Xaa Pro Gly Leu Arg Pro Leu Gly Pro Arg Ala 

1 .5 10 

Thr Pro Ala Ala Asp He Pro Arg Val Pro Arg Ala Val Trp Gin Arg 

15 20 25 

Pro Arg Glu Gin His Gly His Gin Gly Ser Arg Gly Leu Cys Cys Glu 

30 35 40 45 

Ala Arg Leu Pro Gly Leu Arg Pro Gly Ala Val P: l Gly Leu Cys Arg 

50 55 60 

Gly Leu Xaa Xaa Asa Leu He Arg Arg Phe Gly Ser Lys Pro Val Leu 

65 70 75 

Trp Ser Ala Arg Leu Pro Ser Gly Gin Ala Pro Trc Ser Glu Gly 

30 85 '90 



(2} INFORMATION FOR SEQ ID NO: 319: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 71 amino acids 
(3] TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 
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<vi) ORIGINAL. SOURCE: 

(A) ORGANISM: Homo Sapiens 

<F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -37..-1 

(C) IDENTIFICATION METHOD: Von He — ne matrix 
{ D) OTHER INFORMATION: score 9.2 

seq LLAVLLASWRLWA/IK 

{xi} SEQUENCE DESCRIPTION: SEQ ID NO: 319: 



Met Cys Gly Pro Ala Met Phe Pro Ala Gly Pro Pro Trp Pro Arg Vai 
-35 -30 -25 

Arg Val Val Gin Val Leu Trp Ala Leu Leu Ala Val Leu Leu Ala Ser 
-20 -15 -10 

Trp Arg Leu Trp Ala He Lys Asp Phe Gin Glu Cvs Thr Trp Gin Val 
-5 1 5 10 

Val Leu Asn Glu Phe Lys Arg Val Gly Glu Ser Gly Val Ser Asp Xaa 
15 20 25 

Ser Leu Ser Lys Ser Pro Gly 
30 



(2) INFORMATION FOR SEQ ID NO: 320: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 63 amino acids 
(3) TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
<F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -55. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 9.2 

seq SLLLLSTALN I LA/CQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 320: 



Met His Arg Arg Lys Leu Pro Leu Thr Asn Lys Ar-j Glr. Leu Gin Lvs 

-55 -50 -45 -40 

Xaa Leu Ser Lys Phe lie Phe Ser Asp Glu Leu Fne Ara Asn lie Leu 

-35 -30 " -25 

Phe Ger Leu Arg Thr Leu Arg Met lie Leu Ser Leu Leu Leu Leu S=r 



WO 99/06554 PCT/IB98/01238 

321 

-20 -15 -10 

Thr Ala Leu Asn lie Leu Ala Cys Gin He - Asn Glu Glu Leu Gly 
"5 1 5 



(2) INFORMATION FOR SEQ ID NO: 321: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME/ KEY: sig_peptide 

(B) LOCATION: -17. . -i 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 8.3 

seq VSALLMAWFGVLS/CV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 321: 



Met Lys Leu Trp Val Ser Ala Leu Leu Met Ala Trp Phe Glv Val Leu 
-15 -10 -5 

Ser Cys Val Gin Ala Xaa Xaa 
1 5 



(2) INFORMATION FOR SEQ ID NO: 322: 

(i) S*EQUENCE CHARACTERISTICS: 

(A) LENGTH: 50 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -19. .-1 

..(C) IDENTIFICATION METHOD: Von Hei;ne matrix 
(D) OTHER INFORMATION: score 8.1 

seq LCLVCLLVHTAFR/W 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 322: 
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Met Gin Leu Pro Leu Ala Leu Cys Leu Vai Cys Leu Leu Val His T hr 
-15 . -10 -5 

Ala ?he Arg Vai Val Giu Giy Gin Glv Trp Gin Ala Phe Lys Asn Asp 
1 5 10 

Ala Thr Glu lie lie Pro Glu Leu Gly -Glu Tyr"Pro Glu Pro Pro Pro 
15 20 25 

Glu Arg 
30 



(2) INFORMATION FOR SEQ ID NO: 323: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 36 amin6 acids 
(6 ) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A} NAME /KEY: sig_peptide 
(3) LOCATION: -31. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

( D) OTHER INFORMATION: score 8 

seq ILLCSVAVXLSPS/EP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3 . j : 



Met Leu Cys lie His Xaa Xaa Arg He He Gin Asp Ser Phe He Ala 
-30 -25 -20 

Leu Lys He Leu Leu Cys Ser Val Ala Val Xaa Leu Ser Fro Ser Glu 
-15 -10 -5 x 

Pro Leu Ala Pro 
5 



(2) INFORMATION FOR SEQ ID NO: 324: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 71 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii} MOLECULE TYPE: PROTEIN 

(vi) ORICIKAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 
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(F) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 

(B) LOCATION: -38. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.9 

seq LPFLSLFWPWAPG/AV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 324: 



Met Gly Gly Phe Phe Pro Pro Thr Glu Val Arg G'.i: Val Cvs Ala Asn 
"35 -30 -25 

Gin Gly Ala Ala His Asn Arg Asp Arg Leu Pro Phe Leu Ser Leu Phe 
-20 -15 -io 

Trp Pro Trp Ala. Pro Gly Ala Val Ser Val Gly GIr. Ala Arg Tyr Arg 
~ 5 1 5 io 

Thr Pro Thr Thr Xaa Ala Pro Ser Ala Ser Val Pro Trp Pro Arg Ala 
15 20 25 

Gly Thr Cys Arg Thr Fro Thr 
30 



(2) INFORMATION FOR SEQ ID NO: 325: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -30. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.9 

seq HLWILLLFSFCWM/SR 

. (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3±i; 



Ke-_ Lys Leu Phe Tyr Asn Gin Leu Val Ser Glu Thr Lvs His Asp Phe 
~ 3C -25 -20 ' -15 

Aia His Leu Trp lie Leu Leu Leu Phe Ser Phe Cys Trp Met Ser Aru 
-10 -s i 

Ser Phe Phe Phe Phe 
5 
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(21 INFORMATION FOR SEQ ID NO: 326-: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vij ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ixj FEATURE: 

(A) NAME/KEY: sig_peDtide 

(B) LOCATION: -20. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(DJ OTHER INFORMATION: score 7.9 

seq LLFFHILFHSCFS/HL 

(Ki) SEQUENCE DESCRIPTION: SEQ ID NO: 325: 



Met Pro Ser Giu Ser Pro Pro Leu Leu Phe Phe His lie Leu Phe His 

-20 -15 -io - 5 

Ser Cys Phe Ser His Leu Leu 
1 



(2) INFORMATION FOR SEQ ID NO: 327: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 115 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -68.. -1 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 7.S 

seq LLCSALAWQQ3LS/GK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 32 7: 



Ser Ser Me: Trp Ser Giu Tyr Thr lie Giy Giy Val Lys lie Tyr 
-55 -60 -55 



Pne Pro Tyr Lys Ala Tyr Pro Ser Gin Leu Ala Met Met Asn Ser lie 
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Leu Arg Gly Leu Asn Ser Lys Gin His Cys Leu Leu Glu Ser Pro Thr 
-35 -30 -25 

Gly Ser Gly Lys Ser Leu Ala Leu Leu Cys Ser Ala Leu Ala Trp Gin 
-20 -15 -10 ' -5 

Gin Ser Leu Ser Gly Lys Pro Ala Asp Glu Gly Val Ser Glu Lys Ala 

1 5 ... 10 

Glu Val Gin Leu Ser Cys Cys Cys Ala Cys His Ser Lys Asp Phe Thr 
15 20 25 

Asn Asn Asp Met Asn Gin Gly Thr Ser Arg His Phe Asn Tyr Pro Ser 
3C 35 -if 

Thr Pro Arg 
45 



{2) INFORMATION FOR SEQ ID NO: 328: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 amino acids 

(B) TYPE: AMINO ACID 
(D> TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F> TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -28.. -i 

(C) IDENTIFICATION METHOD: Von Hei;ne matrix 

(D) OTHER INFORMATION: score 7.3 

seq FVRFLC:VSCLQS/DP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 328: 



Met Ala Leu Phe Leu Glu Leu Phe Leu Asn Ser Tyr Ser Leu Leu Phe 
-25 -20 -15 

Val Arg Phe Leu Gly Phe Val Ser Cys Leu Gin Ser Aso Pro lie Cys 
-10 -5 i 

Ser Phe Phe Phe Phe 
5 



(2) INFORMATION FOR SEQ ID NO: 329: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 72 amine acids 
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iB) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

<ii} MOLECULE: TYPE: PROTEIN 

(vi} ORIGINAL SOURCE : 

(A) ORGANISM: Heme Sapiens 

(D) DEVELOPMENTAL STAGE : Petal 

IF) TISSUE TYPE: kidney 

<ix! FEATURE: 

(A) NAME/KEY: sig peptide 

(B) LOCATION: -247.-1 

iC) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 7.8 

seq LMAGSSLSAGVSG/ED 

(xij SEQUENCE DESCRIPTION: SEQ ID NO: 329: 

Me: Asn Glu Asp Glu Lys Glu Met Lys Glu lie Leu Met Ala Gly Ser 
-20 -15 -io 

Ser Leu Ser Ala Gly Val Ser Gly Glu Asp Lys Thr Glu lie Leu Asn 
"5 1 5 

Pro Thr Pro Xaa Met Ala Lys Ser Leu Thr He As:; Cvs Leu Glu Leu 
10 15 20 

Aii Leu Pro Pro Glu Leu Ala Phe Gin Leu Asn Gh. Leu Phe Gly Pro 
23 30 35 40 

Val Gly He Asp Ser Gly Ser Leu 
45 



(2: INFORMATION FOR SEQ ID NO: 330: 

(i) SEQUENCE CHARACTER 1ST rCS : 

(A) LENGTH: 27 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hoiso Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME/ KEY : si:j_pe?tide 
(3)" LOCATION: -2: .'. -1 

(C) IDENTIFICATION METHOD: Von He: vie matrix 

(D) OTHER INFORMATION: score 7.3 

seq IIFLIXXISLCLC/LW 

{y.i x SEQUENCE DESCRIPTION: SEQ ID NO: 33 j: 



■Xet Gly Ser Phe Leu Leu Gly Gly He lie Pro Leu lie Xaa Xaa Leu 
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-20 -15 -io 

Ser Leu Cys Leu Cys Leu Trp Trp Arg lie lie 
"5 1 5 



(2) INFORMATION FOR SEQ ID NO: 331: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 41 amino acids 
<B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{ F) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(Bi LOCATION : -31..-1 

(C) IDENTIFICATION METHOD: Vor. Heijne matrix 

(D) OTHER INFORMATION: score 7.8 

seq VCLLCSGCSCAWS/VG 

{kl) SEQUENCE DESCRIPTION: SEQ ID NO: 331: 



Met Leu Gin Val Ala Thr Thr Asn Tyr Leu Glu Leu Ala Arg Glu Val 

-30 -25 -2C 

Lys Pre Val Cys Leu Leu Cys Ser Gly Cys Ser Cys Ala Trp Ser Val 

-15 -10 -5 



Glv Cvs Val Xaa Glu Ser Glu Ser Glu 
5 10 



(2) INFORMATION FOR SEQ ID NO: 332: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(iii MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

FEATURE: 
(A) NAME/ KEY : sig_pe?tide 
(3) LOCATION: -16.". -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
10) OTHER INFORMATION: score 7.7 
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seq PFFLA^CFPKSTS/Q? 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 JO: 

Met Phe Cys Leu Ala Pro Phe Phe Leu Ala Leu Cys Phe Pro Lys Ser 
-15 -10 .5 

Thr Ser Gin Pro Gin Arg 
1 



(2) INFORMATION FOR SEQ ID NO: 333: 

(i) SEQUENCE CHARACTERISTICS: 

(AJ LENGTH: 72 amino acids 
(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

ivi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 

(DJ DEVELOPMENTAL STAGE: Fetal 

{ F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A} NAME /KEY: sig_peDtide 
(3) LOCATION; -32..-1 

(C| IDENTIFICATION METHOD: Von Heijne matrix 
{DJ OTHER INFORMATION: score 1 . 5 

seq QCLLCCISPPVFC/EG 

(xi) SEQUENCE "DESCRIPTION: SEQ ID NO: 33 i: 

Wet Ser Glu Ser Arg Phe Gin Pro Gin Asn Gin Glv Gly Ser Leu G'n 
-30 -25 ' -20 

Leu Pro Lau Gin Cys Leu Leu Cys Cys lie Ser Pro Pro Val Ph« Cvs 
-15 -10 -5 

Glu Gly Asn Trp Leu Ser Tyr Phe Tyr Val Leu Pro Glv Phe Val Cys 
1 5 10 * 15 

Glu Leu His Lys Leu Gly lie Ser Cys Leu He P:o Leu Fhe Va^ 
20 " 25 30 

Ser Pro Leu Ala Ala Trp Met Val 
35 40 



£2) INFORMATION FOR SEQ ID NO: 334: 

{i: SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 50 amino acids 
(3) TYPE : AMI SO ACID 
(C; TOPOLOGY: LINEAR 



WO 99/06554 

(ii) MOLECULE TYPE: PROTEIN 



329 



PCT/IB98/01238 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) OEVELOPMENTAL STAGE: Fetal 

<F) TISSUE TYPE : kidney . 

(ix) FEATURE: 

(A} NAME/KEY: sig peptide 
(3) LOCATION : -23~.-l 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

CM OTHER INFORMATION: score 7.3 

- ■ seq SSCLL ;: LHLSSQ/FS- - 

(xi> SEQUENCE DESCRIPTION: SEQ ID NO: 330: 



Met Pro Lys His Cys His Ser Phe Ue Thr Ser Ser Cys Leu Leu Glv 

"20 -15 -io 

Leu Leu His leu Ser Ser Gin Phe Ser Cys Pro Gly A-g Lys L-u H<s 

-3 1 5 * 

Pro Ala Gin Arg His Thr Glu Ala Glu Thr Gin Glv P-c L-u Ser 

10 15 20 25 

Asp Arg 



(2) INFORMATION FOR SEQ ID NO: 335: 

(ij SEQUENCE CHARACTERISTICS: 

{AJ LENGTH: 62 amino acids 
!3! TYPE: AMINO ACID 
•Di TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

■A) ORGANISM: Homo Sapiens 

■:rj TISSUE TYPE : Dystrophic muscle 

[i:<) FEATURE : 

l A] NAME /KEY: sig_peptide 
(3) LOCATION: -19. ".-1 

{C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 7.2 

seq FIXFPF1FPFSFS/QT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 335: 



Xaa Phe He Xaa Phe Pro" Phe Leu Phe Pro Ph^ 

-10 -5 

Phe Ser Phe Ser Gin His Trp Asn Thr Giy Gly 
5 1C 

Leu Glu Arg Pro Gly Ala Hi.i Pro Arg Leu Lys 



fcet Cys Leu Leu Phe 
-15 

Ser Phe Ser Gin Thr 

1 

Ser His Pro Glu Glu 

15 
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Aia Arg Fro Gin Pro Pro Leu ?he His Pro Phe T ^ Se- S*r 
30 35-^o 



(2) INFORMATION FOR SEQ ID NO: 336: 

(i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 66 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -25..-1 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 
(D> OTHER INFORMATION: score 7.1 

seq LLVASCXAECVSA/QS 

(xi; SEQUENCE DESCRIPTION: SEQ ID NO: 3 



Met Aia Ser Glu Arg Xaa Pro Asn Arg Pro Xaa Cvs Leu Leu Val Ala 

- 25 -20 - 15 ' _ 10 

Ser Gly Xaa Ala Glu Gly Val Ser Ala Gin Ser Phe Leu Xaa Cys Phe 

■ -5 ! - 5 

Thr Met Ala Ser Thr Xaa Phe Asn Leu Gin Val AU Xaa Pro Gly GIv 

10 15 20 

Lys Aia Met Glu Phe Val Asp Val Thr Xaa Ser Asn Ala Arg Trp Va' 

25 30 35 



Gin Asp 
40 



(2) INFORMATION FOR SEQ ID NO: 337: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 56 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

till MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

iF) TISSUE TYPE: kidney 

:.!:■:> FEATURE: 
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(A) NAME /KEY : sig_peptide 
(3) LOCATION: -25.. -1 

(C) IDENTIFICATION METHOD: Von Hei-ne matrix 

(D) OTHER INFORMATION: score 7.1 

seq LAFQLYFLRATSG/SC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 337: 



Met Phe Pro Asp Tyr Lys Leu Gly Gly Ser ?yr Leu Leu Ala Phe Gin 
-25 -20 -15 -io 

Leu Val Pne Leu Arg Ala Thr Ser Gly Ser Cys Ser Lys Tvr Arg Arg 
-5 1 '5 

His Leu His Asn lie Asn Val Arg Pro Gly Leu V.. Arg Leu Leu Gly 
1C 15 20 

Ser Cys lie Gin Lys Gin Pro Gly 
25 30 



(2) INFORMATION FOR SEQ ID NO: 338: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 109 amino acids 

(B) TYPE: AMINO ACID 
I'D) TOfOLOGY: LINEAR 

til) MOLECULE TYPE: PROTEIN 

(vi} ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{D) DEVELOPMENTAL STAGE: Fetal 

\?) TISSUE TYPE: kidney 

iix) FEATURE: 

[AJ NAME/ KEY : sig_peptide 
(B; LOCATION: -25 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{D} OTHER INFORMATION: score 7.1 

seq LLLXLXLLLIALE/IM 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 33S : 



Met Arg Arg lie Ser Leu Thr Ser Ser Pro Val Arg Leu Leu Leu Xaa 

"25 -20 -15 -lo 

Leu Xaa Leu Leu Leu lie Ala Leu Glu He Met Val Gly GW ^3 S*- 

-5 1 5 

Leu Cys Phe 'Asn Phe Thr lie Lys Ser Leu Ser Aro Pro Glv Gin Pro 

10 15 20 

7ro Cys Glu Ala His Val Phe Leu Asn Lys Asn Leu Phe Leu G'n Tv- 

25 30 35 

As:: Ssr Asp Asn Asn Met Val Lys Fro Leu Gly Leu Leu Glv Lvs Lys 

4 5 50 11 
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Val Tyr Ala Tnr Ser Thr Trp Gly Glu Leu Thr Gin Thr Leu Giy Glu 
60 . 65 70 

Val Gly Arg Asp Leu Arg Met Leu Leu Cys Asp lie Lys 
75 80 



(2) INFORMATION FOR SEQ 10 NO: 339: 

{i> SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 amino acids 

(B) TYPE: AMINO ACID 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE : 

(A) NAME /KEY : sig peptide 

(B) LOCATION: -147.-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
C DJ OTHER INFORMATION: - score 1 

seq TFLLL1 :'XNAGR3/LR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 35T: 



Met Thr Phe Leu Leu Leu Leu Phe Xaa Asn Ala Giy Arg Ser Leu Arg 
-10 -5 1 

Met Cvs 



(2) INFORMATION FOR SEQ ID NO: 34 0: 

(i) SEQUENCE CHARACTERISTICS : 

{A) LENGTH ; 38 amino acids 
t B) TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 



(iii MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

t F) TISSUE TYPE: Dystrophic rr.uscl- 

(ix) FEATURE: 

(A) NAME /KEY : sig_pe?tide 

(B) LOCATION: -26. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matri:< 

(D) OTHER INFORMATION: score 7 

seq EMFLVLLVTGVHS/MK 

(:-:i) SEQUENCE DESCRIPTION: SEQ ID NO: 34 0: 
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Met Arg Thr Val Val Leu Thr Met Lys- Ala Ser Val lie Glu Met Phe 
-25 -20 -15 



Leu Val Leu Leu Val Thr Gly Val His Ser Asn Lys Glu Thr Ala Lys 
-10 -5 15 

Lys lie Lys Arg Pro Gly 
10 



(2) INFORMATION FOR SEQ ID NO: 30: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 4 amino acids 
{ B) TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Home Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
<B) LOCATION: -40.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
( D J OTHER INFORMATION: score 6.9 

seq ISLLFIF FSIANS/SP 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 341: 



Met Ser Ser Pro Leu Leu Val Glu Gin Ser Ser Thr Lys Ser Pre Lys 

-40 -35 -30 -25 

Ser Trp Ser Trp Ser Phe Leu Ala Phe Ser Cys He Ser Leu Leu Phe 

-20 -15 * -10 

lie Pne Phe Ser He Ala Asn Ser Ser Pro Cys Gly 

-5 1 



(2) INFORMATION FOR SEQ ID NO: 342: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 28 amino acids 

(B) TYPE: AMINO ACID 
" ■ (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

{vi) ORIGINAL SOURCE: 

lAJ ORGAN I SX: Homo Sapiens 
(CI DEVELOPMENTAL STAGE : Fetal 
TISSUE TYPE: kidney 
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(ix) FEATURE: 

(A) NAME/KEY: sig_pepti-de 

(B) LOCATION: -25.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.9 

seq IPLLLLFFHLSFL/NS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 34 2: 



Met Tyr Leu Phe Cys Leu Phe Ser Val Ser Lys Thr lie Pro Leu Leu 

-25 . -20 -15 -10 

Leu Leu Phe Phe His Leu Ser Phe Leu Asn Ser Leu 

-5 1 



[2) INFORMATION FOR SEQ ID NO: 34 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 4 3 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

. (A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal ' 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -16. .-1 

(C) IDENTIFICATION METHOD: Von. Heijne matrix. ' 

(D) OTHER INFORMATION: score 6.9 

seq CLLILKFLS PAST/SI 

!:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 34 3 : 



Met ile Val Cys Leu Leu lie Leu Lys Phe Leu Sor Pro Ala Glu Thr 
-15 -10 

Ser Ile Leu Ser Ser Ile Ala Thr Tyr Gly Ala Phe Tyr Phe lie Val 
-5 1C 15 

Pre Leu Glu Val Ser Gin Ile Leu Gin Thr Gin 
20 25 



i:i FORMATION FOR SEQ ID NO: 344: 

;L) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 32 amino acids 
(3) TYFE: AMINO ACID 
(0: TOPOLOGY: LINEAR 
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( ii ) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig__peptide 
(3) LOCATION : -25. . -1 
' {Ci IDENTIFICATION METHOD: Von He.;ne matrix 
( D) OTHER INFORMATION: score 6.7 

seq LILCFLFILHTHT/HT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3-14: 



Met Asp Lys Ser He Lys Ser Ser lie lie Trp Ser Leu He Leu Cys 

-25 -20 * -15 -10 

Phe Leu Phe lie Leu His Thr His Thr His Thr His Thr His Thr His 

-5 1 5 



(2) INFORMATION FOR SEQ ID NO: 345: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 41 amino acids 
(BJ TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{Dl DEVELOPMENTAL STAGE: Fetal 

{ F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -36. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.7 

seq I FOLLLLLXXSNQ/LP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3-i r j: 



Met Phe Phe lie Phe He Asn Gly. Phe Thr Leu Leu Leu Met Thr Leu 
-35 -30 -25 

Ala Met Lys Pro Arg His Pro He Phe Aso Leu Leu Leu Leu Leu Xaa 
-20 * -15 -10 -5 

Xaa Ser Asn Glr; Leu Pro Val Thr Gly 



INFORMATION FOR SEQ IC NO: 3<6: 



WO 99/06554 



336 



PCI7IB98/01238 



(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 71 amino acids 
IB) TYPE: AMINO ACID 
(D) TOPOLOGY; LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -60.. -1 

(C) IDENTIFICATION METHOD : Von Heiine matrix 
< 0 ) OTHER INFORMATION: score 6.7 

seq LWPFLTWINPALS/IC 

(xi! SEQUENCE DESCRIPTION: SEQ ID NO: 3Ar.: 



Met Cys Pro Ser Leu Glu Giu Ala Pro Ser Vai Lys Giy Tar Leu Pro 
-60 -55 -50 ' . - -45 

Cys Ser Gly Gin Gin Gin Pro Phe Pro Phe Gly Ala Ser Asn He Pro 
-40 -35 -30 

Leu Leu Leu Giy Arg Ser Arg Lys Val Ala Arg Gly Ala Pro Val Leu 
-25 -20 -15 

Trp Pro Phe Leu Thr Trp lie Asn Pro Ala Leu Ser He Cys Asp Pro 
-10 -5 1 

Leu Giy Ser Cys Gly Trp Gin 
5 10 



1 2; INFORMATION FOR SEQ ID NO: 347: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 38 amino acids 

(B) TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

{vi} ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptidc 
(5) LOCATION: -17.. -1 

(C) IDENTIFICATION METHOD: Von Keijne matrix 

(D) OTHER INFORMATION: score 6.6 

seq LLSALWFCHPCCL/CC 
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Met Leu Gin Asp Leu Leu Ser Ala Leu Trp Phe C/s His Pro Cys Cys 
-15 -10 -5 

Leu Cys Cys Gly Leu Cys Trp Leu Gly Val Asp Ala Gly Cys Ser Gin 
15 10 15 

Giy Gly Ser Gly Cys Pro 
20 



(2) INFORMATION FOR SEQ ID NO: 348: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 58 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

Ux) FEATURE: 

(A) NAttZ/KEY: sig_peptide 

(B) LOCATION: -19.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.6 

seq L LS LAA Y LSGPHQ/EP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 -J 3: 



Me: Met Asp Leu Arg Pro Leu Leu Ser Leu Aia A.-: Tyr Leu Ser Gly 
-15 -10 -5 

Pro His Gin Glu Pro Ser Val Pro Thr Arg Asp Gly Asp Val Asn Asn 
1 5 10 

Leu Pro Lys Pro Asn Pro Ala Arg Ser Val Lys Gin Gly Gly lie Trp 
15 .20 25 

Lys Ala Glu Gin Glu Arg Val Glu Val Glu 
30-35 



[2) INFORMATION FOR SEQ ID NO: 34 9: 

{il SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 3 3 amino acids 
(3) TYPE: AMINO ACID 
{0) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: PROTEIN 



WO 99/06554 



338 



PCT/IB98/0I238 



(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
{ F) TISSUE TYPE: Heart - 

(i.x) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -19.. -1 

{C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6.6 

seq LLPGLPLVRTSFS/HF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3<9: 



Met Glu Met Pro Pro Cys Leu Leu Pro Gly Lei: Pro Leu Val Arg Thr 

-15 -10 - -5 

Ser Fhe Ser His Phe ?he Ser Leu Ser Gly Gly Tr.: Thr Thr Ala Arg 

■1 5 10 



>} INFORMATION FOR' SEQ ID NO: 350: 

(i) SEQUENCE CHARACTERISTICS: 

(A| LENGTH : 59 amino acids 

(B) TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 
(F> TISSUE TYPE: Muscle 

(ixj FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION : -25.. -1 

(C) IDENTIFICATION METHOD: Von Heijne natrix 

(D) OTHER INFORMATION : score 6.5 

seq GLAMLHVTRGVXG/SR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3-t: 



Me- Thr Val Glu Leu Trp Leu Arg Leu Arg Gly Lvs Gly Leu Ala Met 

-25 -20 -15 ' -10 

His Val Thr Arg Gly Val Xaa Gly Ser Arc Val Arg Val Xaa Xaa 

-5 1 5 

Xaa Leu Pro Ala Leu Leu Gly Xaa Pro Ara Ala he. i Ser Ser Xaa Ala 

10 15 ' 20 



Ma Lys Met Gly Xaa Tyr Arg Xaa Met Trp 
25 30 
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(2) INFORMATION FOR 3EQ ID NO: 351: 

(i) SEQUENCE CHARACTERISTICS - 

(A) LENGTH: 40 amino acids 

(B) TYPE: AMINO ACID * 
<D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/ KEY: sig_peptide 
(3) LOCATION: -24 - . -1 

(C) IDENTIFICATION METHOD: Von Helens matrix 

(D) OTHER INFORMATION: score 6.4 

seq LLILLCSSPPDRV/SY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 351: 



Met Ser lie Glu Asp Phe Val Asn Arg Ser lie Leu Leu lie Leu Leu 
-20 -15 -10 

Cys Ser Ser Pro Fro Asp Arg Val Ser Tyr Arg Ale: Lys Val Leu His 
-5 1 5 

Ser Leu Leu Gin Leu Pro Ala Gin 
10 15 



[2\ INFORMATION FOR SEQ ID NO: 352: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 51 amino acids 
(3) TYPE: AMINO ACID 
(DJ * TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(AJ ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -20. .-1 

(C) IDENTIFICATION METHOD: Von Keijne natrix 
(DJ OTHER INFORMATION: score 6.4 

seq FALLFLTLVPVPG/HG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3. : 



Me: Arq He His Tyr Leu Leu Phe Ala Leu Leu Phs Leu Phe Leu Va 1 
-20 -15 -10 -I 

Pro Val =ro Gly His Gly Gly lie lie Asn Thr L-* 1 : Gin Lys Tyr Xaa 
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1 5 10 

Leu Gin Ser Gin Arg Arg Pro Val Cys Cys Ala Gin Leu Pro Ser Lys 
15 20 25 

Gly Glu Arg 
30 



(2) INFORMATION FOR SEQ ID NO: 353: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 53 amino acids 
{B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

Hi) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo SaDiens 
(D) DEVELOPMENTAL STAGE : . Fetal 
■ (F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/ KEY: sig_oeDtide 
(2) LOCATION: -13.. -1 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
iD) 0'iHt.K INFORMATION : score 6.4 

seq MCLLTALVTQVIS/LR 

{xi) SEQUENCE DESCRIPTION: SEQ 10 NO: 353: 



He- Cys Leu Leu Thr Ala Leu Val Thr Gin Val lie Ser Leu Arq Lvs 
-10 -5 1 

Asn Ala Glu Arg Thr Cys Leu Cys Lys Arg Arg Tro Pro Trp Xaa p-o 
5 10 is 

Ser Pro Arg He Tyr Cys Ser Ser Thr Pro Cys Ann Ser Lys Phe P-o 
20 ' 25 30 35 

Thr Val Tyr Ser Ser 
40 



(2) INFORMATION FOR SEQ ID NO: 354; 

(i) SEQUENCE CHARACTERISTICS : 

{A} LENGTH: 27 amino acids 
<S) TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



(vi) ORIGINAL SOURCE: 

;AJ ORGANISM: Homo Saoiens 
IF! TISSUE TYPE: Muscle 
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(i.x) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: -18.* -1 - 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(0) OTHER INFORMATION: score 6.3 

seq GLALVAGTPPSRS/CP 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 5 -J : 



Met* Met Gly Asn Pro Gly Leu Ala Leu Val Ala G~v Thr Pro Pro Ser 
-15 -10 ' -5 

Arg Ser Cys Pro Gin Ala Asn Ser Gin Thr Arg 
1 5 



(2) INFORMATION FOR SEQ ID NO: 355: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 91 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D> DEVELOPMENTAL STAGE: Fetal 

(F). TISSUE TYPE: kidney 

(ixj FEATURE: 

(A) NAME /KEY: sig_peptice 
<3) LOCATION: -33. .-1 

<C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 6.3 

seq PCVSLLKAPRXFA/SS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 355: 



Met Asn His Leu Met Pro Leu Thr Val Leu His Ser Val Leu Glu Met 
-35 -30 -25 

Leu Arg Thr Pro Arg Thr Pro Pro Trp Pro Cys Val Ser Leu Leu tro 
-20 -15 -10 

Ala Pro Arg Xaa Phe Ala Ser Ser Cys Ser Gin Ala Phe Thr Thr Leu 
-5 * ■ 1 5 10 

Xaa Xaa Asn Cys Leu* Leu Thr Asn Pro Ser Pro Thr Leu Asp Cys Aso 
15 20 25 

Leu Pro Glu Gly Ser Glu lie Leu Asn Ser Ser L^i Tyr Pro His Cvs 
30 35 40 

Le*.i Leu Ser Ala Trp Asn Thr Arg His Ser Thr 
4 5 50 
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(2) INFORMATION FOR SEQ ID NO: 356: 

ti) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 42 amino acids 
IB) TYPE: AMINO ACID 
ID) TOPOLOGY: LINEAR 

(lit MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION : -24 . .-1 

(C> IDENTIFICATION METHOD: Von Hei}ne matrix 
(D) OTHER INFORMATION: score 6.3 

seq SLLXLRASQLSEG/DT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3 5c: 



Met Giy His Val Val Phe Gly Asp lie Lys Asn Ser Leu Leu Xaa Leu 
-20 -15 -io 

Arg Aia Ser Gin Leu Ser Glu Gly Asp Thr Xaa Xaa Xaa Xaa Cvs Pro 
-5 1 " 5 

Xaa Met Xaa Arg Gly Lys His lie Ser Tyr 
10 15 



(2) INFORMATION FOR SEQ ID NO: 357: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 98 a.nir.o acids 
(3) TYPE: AMINO ACIO 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A! ORGANISM: Hono Sapiens 
IF; TISSUE TYPE: Heart 

(la) FEATURE: 

(A) NAME /KEY : sig_oeptide 
(3) LOCATION ; -91.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
•D) OTHER INFORMATION: score 6,3 

seq FLSLLXSVSETPG/SL 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 357: 



Met Aia Gly Giy Arg Arg Asp Tyr Ser Gin Leu Pn-3 Giy Arg Giv »- 0 
-30 -75 -;o 
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Gly Arg Leu Ser Arg Ala Arg Ala Ser Val Val A : Trp Ser Pro Arg 
-65 -60 -55 -50 

Ala Thr Ala Cys Pro Ala Pro Fro Ser Leu Pro Asp Leu Lys Arg Gin 
-45 -no * -35 

Glu Leu Vai Ser Arg lie Glu Cys Gly Cys Arg Glv Pro Val Gly Ala 
-30 -25 ' -20 

Thr Ala Asp Phe Phe Leu Ser Leu Leu Xaa Ser Val Ser Glu Thr Pro 
-15 -10 -5 

Gly Ser Leu Arg Xaa Asn Asp Leu Phe Phe Val Ser Gin Leu He Trp 
35 10 15 

Gly Arg 



(2) INFORMATION FOR SEQ TD NO: 358: 

U) SEQUENCE CHARACTERISTICS: 

{A) LENGTH: 2 2 amino acids 
(S) TYPE: AMINO ACID 
tD) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE : Fecal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

<A) NAME/KEY: sig peptide 
(3) LOCATION: -19?. -1 

(C) IDENTIFICATION METHOD: Von He;~ne matrix 

(D) OTHER INFORMATION : score 6.1 

seq LWCFH5FISFSLS/SS 

(xi> SEQUENCE DESCRIPTION: SEQ ID NO: 353: 



Met Phe Trp Xaa Gly Ser Leu Trp Cys Phe His Ser ph« He S**- Phe 
-15 -10 -I 



Ser Leu Ser Ser Ser Arg 



INFORMATION FOR SEQ ID NO: 35 9: 

(if SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 78 amino acids 
(3) TYPE : AMINO ACID 
(0) TOPOLOGY: LINEAR 

MOLECULE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCE: 

(AJ ORGANISM: Homo Sapiens 

{D) DEVELOPMENTAL STAGS: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 

(B) LOCATION: -36.. -L 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6 

seq FLLTFFSYSLLHA/SR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 35 9: 



Met Ala Trp Pro Asa Val Phe Gin. Xaa Gly Ser j Leu Ser G>r Phe 
"35 -30 -25 

Xaa Xaa His His Val Val Val Phe Leu Leu Thr Phe Phe S*r ^v- Ser 
- 20 -15 - 10 . ' *-* _ 5 

Leu Leu His Ala Ser Arg Lys Thr Phe Xaa Asn Val Lys Val ii e 
1 5 10 

Ser Glu Gin Trp Thr Pro Ser Ala Phe Asn Thr Ser Val Glu ■ =ro 
15 20 25 

Val Glu lie Trp Ser Ser Xaa His Leu Phe Pro Ser Ala Glu 
30 35 40 



(2) INFORMATION FOR SEQ ID NO: 360: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 29 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{ F) TISSUE TYPE: kidney 

i i x ) FEATURE : 

(A) " NAME/KEY : sig_peptide 
(3) LOCATION: -19..-1 

(C) IDENTIFICATION METHOD : Von Heime matr'" 

(D) OTHER INFORMATION: score 6 

seq WILAVGLSLPSSS/XI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 360: 



Met lie Leu Arg Asn Leu Tr? lie Leu Ala Val Gly Leu Ser L-u p-o 
"IS -10 -s 



Ser Ser Ger Xaa lie Lys Phe His Phe Ser Leu Tvr Ser 
1 5 10 
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(2) INFORMATION FOR §EQ ID NO: 361: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 41 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION; -35.. -1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 5.9 

seq LCGLLHLWLKVFS/LK 
(xi| SEQUENCE DESCRIPTION: SEQ ID NO: 361: 



Me- Leu Thr Val Asn Asp Val Arg 
-35 -JO 

His ?he Pro Phe Val Arg Leu Cys 
-15 

Val Phe Ser Leu Lvs Gin Leu Lys 

1 5 



Phe Tyr Arg Asn Val Arq Ser Asn 
-25 -20 

Gly Leu Leu His Leu Trp Leu Lys 
-10 ,_ 5 

Lys 



(2) INFORMATION FOR SEQ ID NO: 362: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 54 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -23.. -1 

{C} IDENTIFICATION METHOD: Von Heijne mat-v 
(D) OTHER INFORMATION: score 5.9 

seq LFLNLC I LAXPFS/KQ 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 362: 
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Met Asn Leu Lys Pro Gly Leu Pro Cys Asn Leu Phe Leu Asn Leu Cys 
-20 -15 _io 

lie Leu Ala Xaa Pro Phe Ser Lys Gin He lie Glu Leu Leu Glu Tyr 
-5 i 5 



" Val Ser Tyr His Pre Cys Val Leu Val Tyr Ser G*>- Tyr Xaa 
10 15 20 

Ser lie Val Tyr Thr Leu 
30 



Asn lie 
25 



(2) INFORMATION FOR SEQ ID NO: 363; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 101 amino acids 
(3} TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

. (ii) MOLECULE TYPE: PROTEIN 

(vij ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(DJ* DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide' 
(B-) LOCATION: -4Q. .-1 

(CJ IDENTIFICATION METHOD: Von*Heijne matrix 
CD) OTHER INFORMATION: score 5,9 

seq VVLAWG1LNV3KA/GM 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3f.3: 



Mat Met Gin Gly Glu Ala His Pro Ser A_a Ser Leu He Asp Arc Thr 

-30 ' ' -25 



-O -35 



lie Lys Met Arg Lys Glu Thr Glu Ala Arg Lys V/.; Val Leu Ala Trp 

-20 -15 _ 10 

Gly Leu Leu Asn Val Ser Met Ala Gly Met He Tyr Thr Glu H°* Th- 

-5 i 5 

Gly Lys Leu lie Ser Ser Tyr Tyr Asn Val Thr Tyr Trp Pro L-u Tro 

!0 15 20 

Tyr Xaa Glu Leu Ala Leu Ala Ser Leu Phe Ser Leu Asn A' a L*u 

25 30 35 " 43 

Asp Phe Trp Arg Tyr Phe Lys Tyr Thr Val Ala Pre Thr 5e- L— Val 

' 45 50 55 

Vsl 3s r Pro Gly Arg 
60 
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(2) INFORMATION FOR SEQ ID NO: 364: 

U> SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 58 amino acids 
(BJ TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

Ui) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

iix) FEATURE: 

(A) NAME/KEY: sig peptide 

(B) LOCATION: -197.-1 

(C) IDENTIFICATION METHOD: Von Hei-ne matrix 

(D) OTHER INFORMATION : score 5.9 

seq ?XXLL :.AHITQ3/CF 

ixi) SEQUENCE DESCRIPTION: SEQ ID NO: 364: 



Me: ^et Asp. Gin Thr His Pro Xaa Xaa Leu Leu He Leu Ala h j s lie 
-15 -10 -5 

Thr Gin Ser Cys Pro Trp Ala His Val Gly Ala Aia Pro Ser A'a Leu 
1 5 10 

Leu He His Arg Trp Glu Leu Arg Gly Cys Ser Tyr Leu Lys Leu Phe 
15 20 :s 

Leu Val Met Val Leu He Phe Glu Met Leu 
30 35 



:i FORMAT ION" FOR SEQ ID NO: 365: 

•!i} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 107 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

tii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 

(i:<) FEATURE: 

(A) NAME /KEY : 3ig_peoride 

(B) LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD: Von He.jns ir.acrix 

(D) OTHER INFORMATION: score 5.6 

seq GLVLLLSLAEILF/KI 

•:<:i) SEQUENCE DESCRI FTIOT; : SEQ ID NO: 365: 
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Met Gly Leu Pro Glu Arg Arg Gly Leu Val Leu Leu Leu Ser Leu Ala 
~ 20 "15 -io _ 5 

Glu lie Leu Phe Lys lie Met He Leu Glu Gly Giy Gly Val Asn 
1 5 10 



Leu Asn Pro Gly Asn Asn Leu Leu His Gin Pro Pro Al 



15 



20 



a Trp Thr Asp 



25 



Ser Tyr Ser Thr Cys Asn Val Ser Ser Glv Phe Fne G'v G'y Gin Tro 
30 35 40 " 

His Glu lie His Pro Gin Tyr Trp Thr Lys Tyr Gin Val Trp Glu Trp 



50 



55 



60 



Leu Gin His Leu Leu Asp Thr Asn Gin Leu Asp Ala Asn Cys Pe Pro 
65 70 75 

Phe Gin Glu Phe Asp lie Asn Gly Glu Xaa Arg 
80 8 5 



(2) INFORMATION FOR SEQ ID NO: 366: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 35 amino acids 

(B) TYPE : AMINO ACID 
(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

[A) ORGANISM: Homo SaDiens 

(D) DEVELOPMENTAL STAGE: Feta 1 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION : -28. .-1 

(C) IDENTIFICATION METHOD: Von Heijn- ma fix 

(D) OTHER INFORMATION: score 5.3 

seq LCWALLYNCFSSS/CV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 356: 



Met Trp Gly Leu Glu Glu Asp Arg Ser Tyr Gin Gly Leu Arg °~o Leu 
-25 -20 - 15 

Cys Trp Ala Leu Leu Tyr Asn Cys Phe Ser Ser Ser Cvs Val °-o Va " 
-10 - 5 - x 

Ala Leu Val 



INFORMATION FOR SEQ ID MO: 367: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 91 amino acids 

(B) TYPE: AMINO ACID 
(0) TOPOLOGY : LINEAR 

Ui) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

MA) ORGANISM: Homo Sapiens 
<D) DEVELOPMENTAL STAGE: Fecal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -85.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.7 

seq ALLASLGIAFSRS/RA 
(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 367 : 



Met Leu Cys Arg Asp Gly Ser Ala Cys Val P 



ys Va^ Pro A— Ser Arg Arg Leu 
80 _75 



-70 



Pro Leu Pro Ala Ala Val Arg Ala His Gly Pro Met 



ly Pro Met Ala Asd Xaa Xaa 
"65 -60 



-55 



Asp Ser Ala Arg Gly Cys Val Val' Phe Glu Asp Val Phe Val Tyr Phe 
" 50 -45 -40 

Ser Arg Glu Glu Trp Glu Leu Leu Asp Asp Ala Gin Arg Leu Leu Tyr 



-30 



-25 



:is Asp Val Met Leu Glu Asn Phe Ala Leu Leu Ala Ser L< 



-20 



-15 



-10 



eu Gly lie 



Ala Phe Ser Arg Ser Arg Ala Val Met Lvs Leu 
" 3 1 '5 



[2! INFORMATION FOR SEQ ID NO: 368: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 67 amino acids 

(B) TYPE: AMINO ACID 
<D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

. (A) ORGANISM : Homo Saoiens 
<D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY: sig_peotids 
{ B) LOCATION: -56. . -i 

(CJ IDENTIFICATION METHOD: Von Hei-.r-e " 
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(DJ OTHER INFORMATION: score 5.7 

seq FLCFLKt.TSHLSG/LD 
(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 366: 



Me: Leu He Thr 
-55 

Asp Glu Ser Thr 
Arg Tyr Ala Trp 



Asp. Leu Thr Ser 
-5 

Arg Arg Gly 



Arg Leu. Gin Ser 
-50 

Asp He Gly Ser 
-35 

Gin Aso Asd Phe 
-20 

His Leu Ser Gly 



Gly He Asp Phf> 
-■15 

Cys Thr Thr Leu 
-30 

Leu Glu Asp Pho 
-15 

Leu Asp lie Phe 
1 



Ala He Gin Leu 

Leu Vai Tyr Val 
-25 

Leu Cys Phe Leu 
-10 

Thr Glu Leu Glu 
5 



(?.) INFORMATION FOR SEQ ID NO: 369: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 64 amino acids 
(S> TVPE: AMINO ACID 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE : kidney 

(i:<) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION : -38. .-1 

(Ci IDENTIFICATION METHOD : Von Keij-e ir.aTix 
(D) OTHER INFORMATION: score 5.7 

seq LAFLSCLAFLVLD/TQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 369: 



Met Glu Ser Pro Gin Leu His Cys He Leu Asn Ser Asn Ser v a ' Ala 
-'5 -30 _25 

Cys Ser Phe Ala Val Gly Ala Gly Phe Leu Ala Phe Leu S^r Cys L- 

-20 -is _ 10 : 

Ala Phe Leu Val Leu Asp Thr Gin Glu Thr Arg He Ala Gly Thr 

1 5 K 

? - LyS Tnr Aia Phe Le " Leu Asp Xaa lie Le, Ala Va i L-u t- 0 

15 20 25 " 
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(2) INFORMATION FOR SEQ ID NO: 370: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 30 amino acids 

(B) TYPE: AMINO ACID 
{ D] TOPOLOGY: LINEAR 

- (ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

iA) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Muscle 

(ix) FEATURE: 

{A) NAME/KEY : sig_peotide 

(B) LOCATION: -29.. -1 

(C) IDENTIFICATION METHOD: Von Hei-ne matrix 

(D) OTHER INFORMATION: score 5.7 

seq DHLFLT.FPRSCS5/LV 

(xi} SEQUENCE DESCRIPTION: SEQ ID NO: 3"; : 



Me: Ser Asr. Lys Tyr lie Lys Pre Ssr Me: Ser Prn Giy Asn Thr A; 



sp 



His Leu Phe Leu Leu Phe Pro Arg Ser Cvs Ser S*r Leu Val 
-10 - 5 



(2) INFORMATION FOR SEQ ID NO: 371: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 26 amino acids 
(3) TYPE: AMINO ACID 
• (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peotlde 
<3T LOCATION: -24 . . -1 

(C) IDENTIFICATION METHOD: Von Hei } ne mairix 

(D) OTHER INFORMATION: score 5.6 

seq FFFFLT". L?PXP?/TG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 37 ; : 



Men Val Glu Leu Lys Gin Leu Gly Pro Arg Ser Ph- Phe L * 
" 20 -15 • " lio 

?he L^u Leu Pro Pro Xaa Pro Pro Thr Gly 
"3 1 
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(2) INFORMATION FOR SEQ ID NO: 372; 

(i) SEQUENCE CHARACTERISTICS: 

(A) -LENGTH: 45 amino acids 
{3) TYPE: AMINO ACID 
CM TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{A} ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION : -26.. -1 

(C) IDENTIFICATION METHOD: Von He^jne matrix 

(D) OTHER INFORMATION: score 5,5 

seq LILPALF FFPLHC/TF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 372: 



Met Pro Tyr Val Thr He Pro Tyr He He Val Tvr Ser Leu He Leu 

-25 -20 -is 

Pre Ala Leu Phe Phe Phe Pro Leu His Cys Thr P:w His Gly Leu Thr 

-10 -5 1 5 

Tyr Tyr He Ser Cys Val Cys Ser Leu Ser Leu Pro Thr 
10 15 



(2) INFORMATION FOR SEQ ID NO: 373: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 amino acids 
(3) TYPE; AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptid9 
(3) LOCATION: -25. .-1 

(C) IDENTIFICATION METHOD : Von He. ne matrix 

(D) OTHER. INFORMATION: score 5.5 

seq LLLCMJLPHSVLS/NW 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3"M: 



Me- Pro Pro Leu Ala Ala Val Met Gly Ser Leu ?rs Leu Leu Leu Cv> 
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Met Asp Leu Pro His Ser Val Leu Ser Asn Trp 
-5 i 



(2) INFORMATION FOR SEQ 10 NO: 374: 

(i) SEQUENCE CHARACTERISTICS: 

(AJ LENGTH: 23 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

:A) ORGANISM: Homo Sapiens 

(0} DEVELOPMENTAL STAGE: Fetal 

:?} TISSUE TYPE: kidney 

(ixj FEATURE: 

(A) NAME/KEY: sig_oeD~ide 
■!B) LOCATION: -21 . ,-l 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
iO) OTHER INFORMATION: score 5.5 

seq EFLFLGr PSNSKP/HR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 37<J: 

Met Leu Gin lie Pro Glu Arg Arc. Glu Phe Lea Phe Leu Gly Phe Pro 
-20 -15 -io 

Ser Asn Ser Ttd Pro His Arg 
-5 1 
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-10 



(2) INFORMATION FOR SEQ 10 NO: 37 5; 

(i) SEQUENCE CHARACTERISTICS: 

'A! LENGTH: 39 amino acids 
(3) TYPE: AMINO ACID 
ID; TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL .SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -13.. -1 

(C) IDENTIFICATION METHOD: Von He . - n* matrix 
(0) OTHER INFORMATION: score 5.5 * 

seq FLITLFCCCVVVG/FF 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 375: 
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Met Phe Phe Val His Phe Le-j lie Thr Leu Phe Cvs Cys Cys Val Val 
-15 -10 -5 

Val Giy Phe Phe Gly His Asp His Ser Phe lie Ser Gin Phe He Leu 
1 5 io 

Val Thr Trp Ala Arg Ala Gly 

15 ' .. .20 



(2) INFORMATION FOR SEQ ID NO: 37 6: 

ti) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 27 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A> ORGANISM: Homo Sapiens 
(F> TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -25.. -1 

(Cj IDENTIFICATION METHOD: Von Heime matrix 
(D) OTHER INFORMATION: score 5.5 * 

seq CLLHLRCLQLYWA/AR 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3".": 



Met Ala Cys Phe Gly Glu Lys Arg His Ala Lys Ser Cys' Leu Le 



-25 -20 



■J .us 



-15 -io 



Leu Arg Cys Leu Gin Leu Tyr Trp Ala Ala A-q 
-5 i 



(2) INFORMATION FOR SEQ ID NO: 377: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 32 amino acids 
{3} TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(Di- DEVELOPMENTAL STAGE: Feta' 

<F1 TISSUE TYPE: kidney 

tlx) FEATURE : 

(A) NAME /KEY : sigjseptide 

(B) LOCATION: -23.. -1 

(C; IDENTIFICATION METHOD: Vor. Hei-.ne matri 
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(D) OTHER INFORMATION : score 5.4 

seq PLSLALQS3CCLC/LT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 377: 

Met Val Asp Arg Asp Glu Asn He Leu Leu Lys Gin He Tyr Se- »ro 
"25 -20 -is 

Leu Ser Leu Ala Leu Gin Ser Ser Cys Cys Leu Cvs Leu Thr Se- Cvs 
-10 - 5 i y 



(2) INFORMATION FOR SEQ ID NO: 373: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 33 amino acids 
(5) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Fetal 

iD TISSUE TYPE: kidney 

iix) FEATURE : 

(A) NAME/KEY: sig peptide 
(3) LOCATION: -207.-l 

<C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION : score 5.4 

seq VSVSLCVCDCVRG/ST 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3-?.: 



Met Lys Val Lys Pro Pro Phe Val Ser Val Ser Leu 



-20 



-15 



Cys Val Cys Aso 



-10 



Cys Val Arg Gly Ser Thr Leu Thr Trp Asn Arg L*k Leu Arg V*i Glv 
Gly 



(2) INFORMATION FOR SEQ ID NO: 37 9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 100 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE : 

;A) ORGANISM: Hcmo Sapiens 

iC) DEVELOPMENTAL STAGE: Fecal 

:r; TISSUE TYPE: kidney 
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tlx) FEATURE:: 

(A) NAME/KEY: sig_peptide 
(9 J LOCATION: -39. . -1 

(C) IDENTIFICATION METHOD: Von Keime matrix 

(D) OTHER INFORMATION: score 5.4 " 

seq ILLTSCFVTLVSS/TF 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 379: 

Met He Ser Ser Cys Gly Val Lys Tyr Leu Phe Ser His Ala Ser Leu 

" 35 -30 - 25 

Phe Phe Met Val Gly Ser Thr Gly Ser Leu lie Leu Leu Thr Ser Cys 

~ 15 -10 

Phe Tyr Thr Leu Val Ser Ser Thr Phe Leu Gin Lys Leu Ser Ser Leu 

1 5 

Leu Leu He Leu Phe Thr Glu Thr Ser Val Leu Met Leu Lys Thr Phe 
15 20 25 

Val Ala Asn Ser Cys Cys Xaa Leu.Trp Ser His A,n Cys He Asn Phe 

JU 35.- 40 

Phe Lys Lys Val Xaa Pre Ser Tyr Cys Xa 3 Ser s.r Leu Leu Phe Leu 



45 50 55 



Ala Val Pro Arg 
60 



(2) INFORMATION FOR SEQ ID NO: 330: 

(i; SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 anino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi> ORIGINAL SOURCE: 

(A) ORGANISM : Hono SaDiens 
(F) TISSUE TYPE; Muscle 

Ux) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD : Von He.jne matrix 
ID) OTHER INFORMATION: score 5.4 macri - 
seq SFLCN1 LV3L3LS/F1 
Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 3,;0: 

Me; Gly Gly Gly He Ala Glu Ser Phe Leu Cys Asn Phe Leu Val S .r 



-15 

Leu Ser Phe Leu His Giy Arg 



-10 



WO 99/06554 



358 



PCT/IB98/01238 



Met Glu Tyr Leu Phe Gin Gin Pro Gly His Ser Arg Gly Glu Ala Arg 
-35 - -30 -25 

Ala Aid Ala Ala Ser Leu Glu Thr Leu Ser Ser L- . T^p Phe Leu Pro 
" 20 -15 -io 

Leu Pro Thr His Val Tyr Thr His Thr His Ala Asa 
-5 1 5 



(2} INFORMATION FOR SEQ ID NO; 383: 

(i) SEQUENCE CHARACTERISTICS: 

' (A) LENGTH: 35 amino acids 
(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 
/ tr ; \ no T.rTM n t o/\T i r>/-rr^ . 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE : 

(AJ NAME/KEY: sig_peptide 

(B) LOCATION : -15.. -1 

(C) IDENTIFICATION METHOD: Vor. He^ne matrix 

(D) OTHER INFORMATION : score 5.3 

seq ssmlit:lsfi?a/lg 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 333: 



Met Val Ser Ser Met Leu lie Thr lie Leu Ser Phe II- ph« -la L^u 
-15 -10 - 5 " " \ 

Gly Tyr His Thr Ala Ser Tyr Pro Val Ser Leu His Pro Le- 3-- 
5 10 15 

Phe Leu His 
20 



(2) INFORMATION FOR SEQ ID NO: 384: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 30 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(.ii; MOLECULE TYPE: PROTEIN 

fvi] ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

fF) TISSUE TYPE: kidney 

(IX) FEATURE: 
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(A) NAME/KEY: sig_peptide 

(B) LOCATION: -18.. -1 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.3 

seq MNLVSALASSAXG/QR 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3P'.: : 

Me- Pro Leu Phe Thr Met Asn Leu Val Ser Ala Leu Ala Ser Ser Ala 
" 1S -10 - 5 

-Xaa Ciy Gin Arg Gly Ala Gly Pro Ala Leu Trp H^s Leu Cvs 
1 5 10 



(2) INFORMATION FOR SEQ ID NO: 385: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 41 amino acids 

(E) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal " 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -39. .-1 

(C> IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.2 

seq LILLLHCSIRVFF/FF 

<:•:!) SEQUENCE DESCRIPTION: SEQ ID NO: 36-5: 



Met He Cys Lys His* Tyr Cys lie Lys Lys Asn Arr. Leu Asp Tvr Leu 

-35 _ 30 _ 25 

Asn Arg Met Val Tyr Ser Ala Gin Leu Lys Leu lie Leu Leu Leu His 

-20 _ 15 _ 1Q 

Cys Ser He Arg Val Phe Phe Phe Ph<=> 
-5 



(2) INFORMATION FOR SEQ ID NO: 386: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 66 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE : PROTEIN 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE-: Fetal 

(F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -53. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matriv 

(D) OTHER INFORMATION: score 5.2 

seq SFLLLQLIHEDKA/IQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 386: 

Met Lys lie Pro Val Trp His Lys Thr Cys Phe Leu Lys Ser Glu Ser 
" 50 -45 _40 

Phe Ser Pro Asp Asn Leu Ser Val Ser. Leu Pro Cys Arg Pro Ser Gin 
~ 35 -30 -25 

Vai Pro Ser Hi r nin, ,ci„ t,.„ _ , . 

-~j j rue L»fc;*j uei\ Leu um Leu lie 

"20 -15 -10 

His Glu Asp Lys Ala lie Gin Asn Glu Ala lie Phe Gin Pro S— r eu 
~ 5 1 5 10 " - 

Gin Leu 



(2) INFORMATION FOR SEQ ID NO: 387: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 30 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE : 

(A) NAME /KEY : sig_oeptide 
(S) LOCATION: -19." -1 

(C) IDENTIFICATION METHOD: Von Heijn- ma'riv 

(D) OTHER INFORMATION : score 5.2 

seq FGC T F V A FX ? A FA / LS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 387: 



Met Giy Ala Ala Val Phe Phe Giy Cys Thr Phe v? ; Ala Fh« y» a Pro 
~ 15 -10 



ua Phe Ala Leu 



u Ser Leu lie Thr Vai Ala Giy Asp Arg Cly 
1 & 10 
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(2) INFORMATION FOR SEQ ID NO: 38a: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 93 amino acids 

(B) TYPE: AMINO ACID 
{D} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -34.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.2 

seq LWS'SCWLAPLADG/ML 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 388; 



Met Val Gly Gly Leu Asp Pro Pro Gly Arg Arg Arg Phe Gin Lys Gly 
' 30 "25 -20 

Phe Asp Trp Arg Asn Leu Trp Ser Ser Cys Trp Leu Ala Pro Leu Ala 
-15 -io , 5 

Asp Giy Met Leu Arg Tyr Met Gly Gin Xaa Gin Arg Xaa Ala Ser Asn 
1 5 n 



a Pro Xaa Ala Ser 



Pro Giu Gly Ser Thr Leu Glu Ala Arg Pro Pro Al 
15 20 . 25 30 

Val Ser Pro Ser Val Xaa Xaa Pro His Arg Pro Tro Ala Ala Lys Met 
35 40 45 

Glu Thr Val Ser Pro Ala Thr Ser Xaa lie Ala G>y Giy 
50 55 



(2) INFORMATION FOR SEQ ID NO: 389: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 23 amino acids 

(B) TYPE: AMINO ACID - 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidnev 



Ux) FEATURE : 
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(A) NAME/KEY: sig_oeptide 

(B) LOCATION: -21 /. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.1 

seq SLLVV5CFYQISG/RW 

Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 38 9: 



Mat Ser Lys Met Pro Val Phe Ala Ser Leu Leu Val Val Ser Cvs Phe 

-20 -15 -io 

Tyr Gin lie Ser Gly Arg Trp 
"5 1 



(2) INFORMATION FOR SEQ ID NO: 390: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 amino acids 
(3} TYPE; AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -15.. -1 

(C) IDENTIFICATION METHOD: Von Heijne r.atrix 
<D) OTHER INFORMATION: score 5.1 

seq VTQLLPFSSPDSA/G? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 39C: 



Met Xaa Vai Thr Gin Leu Leu Pro Phe Ser Ser Pro Aso Ser *la Gl 

-15 -io -5 

Pro Phe Leu Ser Pro Phe Ser 

5 



(2) INFORMATION FOR SEQ ID NO: 391: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 72 amino acids 
IB) TYPE: AMINO ACID 
;d:- TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

•vi) ORIGINAL SOURCE: 

(A; ORGANISM: Homo Sapiens 

(") TISSUE TYPE: Dystrophic muscle 
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(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -34.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.1 

seq SFHFLPWALGAMA/SS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 391: 



>Jet Gly Lys Ala Trp Gin. Glu Met 
-30 

Gly Asn Val Arg 'Ser Ser Phe His 
-15 

Met Ala Ser Ser Glu Gin Gly Lys 
1 "5 

Lys Thr Pro Leu Ala He Thr Gly 
15 20 

Gly Gly Trp Met Gly Met Trp Val 
35 



Arg Val Glu Trp Gly Ala Asp Lys 
-25 -20 

Phe Leu Pro T:o Ala Leu Gly Ala 
-10 " _ 5 

Glu Arg Ser Asn Leu Cys Phe Arg 
10 



Arg Gly He Ala Arg Arg Pro Gly 
25 30 



(2) INFORMATION FOR SEQ ID NO: 392: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 55 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



V! 



) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

six) FEATURE: 

(A) NAME/KEY: sig_peDtide 
(3) LOCATION: -47. .-1 

(C) IDENTIFICATION METHOD: Von Heijn* ma^x 

(D) OTHER INFORMATION: score 5.1 

seq VIRLSQFLLKCWP/RT 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 392; 

!s: Lys Val Met Met **q A ^g Lvs Lys Lys Asp Gin Cys L*u 'ro 

-45 -40 -35 

iy lie Cys Arg Ser Leu Lys Arg Arg Lys Ser Pro Arg Ser Pro GW 
"30 -25 _ 2 .j 

et Lys Val lie Arg Leu Ser Gin Phe Leu Leu Lys Cys Trp Pro Arg 
10 - 5 i 
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{2 J INFORMATION FOR SEQ ID NO: 393: " 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 54 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -36.. -1 

(C) IDENTIFICATION m?twah. u«« u~---- . 

_- ucijuc nidt nx 

(D) OTHER INFORMATION: score 5 

seq SFSIXTLLWGLNC/KR 
(xii SEQUENCE DESCRIPTION: SEQ ID NO: 392: 

Met Thr Phe Ser Phe Phe Cys Phe Phe Pro Gly Ph, Lys Pro Leu Lea 



"35 -30 



-^3 



Phe His Tyr Phe Leu Phe Xaa Ser Phe Ser lie Xaa Thr Leu Leu Trp 
~ 15 -10 _ 5 

Gly Leu Asn Cys Lys Arg Ser Trp Asn lie Asn Leu Arg lie Val Xaa 
1 5 10 

Ser Tyr Ser Ser Gly Tyr 
15 



(2) INFORMATION FOR SEQ ID NO: 394: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 65 amino acids 
(3) TYPE: AMINO ACID 
<C} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(C) DEVELOPMENTAL STAGE: Fetal 

(") TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_oeptide 

(3) LOCATION: -41.* -i 

(C) IDENTIFICATION METHOD: Von 

(0) OTHER INFORMATION : score 5 



WO 99/06554 



365 PCT/IB98/01238 



seq RLLLILSGCLVYG/TA 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 394: 

Met Ala Gly Gly Met Lys Val Ala Val Ser Pro Ala Val Gly Pro Gly 
."40 -35 _ r) * y 

Pro Trp Gly Ser Gly Val Gly Gly Gly Gly Thr Val Arg Leu Leu Leu 
" 25 " 20 -15 - i0 

lie Leu Ser Gly Cys Leu Val Tyr Gly Thr Ala Giu Thr Asp ValAsn 
" 5 1 5 

Val Val Met Leu Gin Glu Ser Gin Val Cys Glu Lys Arg Ala Ser L-u 
10 15 20 

Gly 



12) IN FORMAT row rntj cm rn .m. nnc . 

... f i^W . ~J J ~l . 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 61 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ixj FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -32.. -1 

(C) IDENTIFICATION METHOD: Von Kei-ne matrix 

(D) OTHER INFORMATION: score 5 

seq PLLSCSC???LLG/EG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 335: 

Met Val Glu Met Thr Gly Val' Trp Gin Cys Gin Aia Glu Ala Val Lys 
"30 -25 _ 20 

Gly Leu Pro Pro Leu Leu Ser Cys Ser Cys Pro Pro Pro Leu Leu Gly 
~ 15 -10 -5 

Giu Gly His Aia Gin Ala Ser Pro Leu Ala Gin Glu Glu Aso Lys Lys 

His Thr Glu Gin Thr Gin Ala Thr Ser Pro Thr G'p Pro 
20 25 



(2) INFORMATION FOR SEQ ID NO: 396: 
(i) SEQUENCE CHARACTERISTICS: 
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(A} LENGTH: 33 amino acids 
(B) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

■ (vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME/ KEY: sig_peptide 

(B) LOCATION: -21.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

seq AGLLPLLLGNAPG/ES 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 396: 



_ w tiW rtAa MXd OX y ijSU L ^ u LeiJ 

-20 -15 - 10 

Gly Asn Ala Pro Gly Giu Ser Val Gly Gly Arg Cv5 Xaa Pro Gly Cys 
~ 5 1 5 io 



(2) INFORMATION FOR SEQ ID NO: 397: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 33 amino acids 
(S) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ixj FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -17, .-1 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

(D) OTHER INFORMATION: score 5 

seq TWLLLTLQNSVFT/SF 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 397: 



Met lie Leu Ser Thr Trp Leu Leu Leu Thr Leu G'.n Asn Ser Val Ph- 
-15 -10 -5 

Thr Ser ?he Arg lie Ser Pro Asn Arg lie Gin Ser Met Leu Pro Pro 

Met 
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(2) INFORMATION FOR SEQ ID NO: 398: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH : 58 -amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 

(iij MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 



(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3i LOCATION: -32. .-1 . 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

seq VCI VLALCHTSR'P/MS 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 398: 



Met Ala Phe His Ser Tyr Trp Gly Lys Ser Leu Gin Ser Phe Lys 
"30 -25 -20 

Phe Met Arg Val Cys He Val Leu Ala Leu Cys His Thr Ser p ro 
-15 ... -io _ 5 

Met Ser Tyr His Val Pro Leu Ala Ala Gly Ser Pro Leu Met His Trp 
15 10 15 

Ser Pro Cys Ser Pro Val Pro Phe He Gly 
20 25 



(2) INFORMATION FOR SEQ ID NO: 399: 

<ij SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 24 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 



U-i) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Kidney 

(iz) FEATURE: 

(A) NAME/ KEY: sig_peotide 

(B) LOCATION: -16.. -1 

iC) IDENTIFICATION METHOD: Vc?. Ht-ijrie matrix 
(D) OTHER INFORMATION: score 4.- 

seq R:TLLs LVLHSQS/SC 

'>:: SE'^'JEMCE DESCRIPTION: SEQ ID l.Z : -";9: 
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Met Lys Leu Arg Phe Thr Leu Leu Pro Leu Val Leu His Ser Gin Ser 
-15 -10 -5 

Ser Cys Val Phe Trp Lys Ala Gly 
1 5 



(2) INFORMATION FOR SEQ ID NO: 400: 

(i) SEQUENCE CHARACTERISTICS: 

{A} LENGTH: 51 amino acids 
(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

J CM m T C C 1 1.17 ovnn . t-._ 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -30.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.9 

seq FIPFLVIYSFVLS/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 400: 



Met Met lie lie Leu Gly Phe Ala Phe Cys Pro Gly His Phe Arg Ptv> 
-30 -25 -20 -15 

Asn Phe He Pro Phe Leu Val lie Tyr Ser Phe Val Leu Ser Se- Pro 
-10 -5 i 

His Thr His Arg Giu Pro Tyr Ser Pro Val Ala Aso Phe Asn Giu Cys 
5 10 15 

Asn Arg Ser 

20 



(2) INFORMATION FOR SEQ ID NO: 401: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 6 amino acids 

(B) TYPE: AMINO ACID 
■DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo SaDiens 
{?) TISSUE TYPE: Heart 

fix) FEATURE: 
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(A) NAME/KEY: sig_peptide 
{ B} LOCATION: -27.. -1 

(C) I DENT in CAT I ON METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 4.9 

seq CLLSYIALGAIHA/KI 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 401: 



Met Asn Arg Val Pro Ala Asp Ser Pro Asn Met Cvs Leu He Cvs Leu 
-25 -20 " -is 

Leu Ser Tyr lie Ala Leu Gly Ala He His Ala Lys lie Cys Arg Arg 



Ala Phe Gin Glu Glu Gly Arg Ala Xaa Ala Lys Thr GW Val 
10 is 



(2) INFORMATION FOR SEQ ID NO: 402: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 3 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -15. .-1 

<C) IDENTIFICATION METHOD: Von He::ne matrix 
(D) OTHER INFORMATION: score 4.3 

seq LFLNLPLVIGTIP/LH 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 402: 



Met Asp Leu Phe Leu Asn Leu Pro Leu Val He Gly Thr He Pro Leu 

-15 -10 -5 ' x 

His Pro Phe Gly Ser Arg Thr Ser Ser Val Ser Ser Gin Cys Ser Met 

5 10 15 

Asn Met Asn Trp Leu Ser Leu Ser Leu Pro Glu 

20 . 25 



£?.J INFORMATION FOR SEQ ID NC: 4 03: 

<i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 1:4 amino acid 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo .Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -73.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.8 

seq VIRSTLVLSQCLC/SR 

(xij SEQUENCE DESCRIPTION: SEQ ID NO: 4C.^: 



Met Xaa Lys Asn His Arg Asn Lys Lys Ser lie His Phe Pro Leu Cys 
-70 -65 -60 

Thr lie Pro Ser Xas Met Xaa Lys Ser Cys Thr Leu Pro Leu Gin Arg 
-55 -50 -45 

Thr Trp Asp Xaa Xaa Pro Ser Phe Val His Trp Xaa Gin Ala Arg Leu 
-40 -35 -30 

Gin Ser Pro Pro Xaa Ser His Leu Val Xaa Leu Ser Val lie Arg Ser 
-25 -20 -15 . -10 

Thr Leu Val Leu Ser Gin Cys Leu Cys Ser Arg Xaa Pro Tyr Phe Ser 
-5 1 5 

Ala Met Met Thr Pro Lys Cys Lys Ser He Xaa Ala Gly Asn Ser Gly 
10 15 20 

Met Pro Lys Arg Asn Cys Lys Val Leu Pro Ser Ser Glu Lvs Met Xaa 
25 30 35 

Val His 
40 



(2) INFORMATION FOR SEQ ID NO: 404; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 18 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

{A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 

{ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3} LOCATION: -14 . .-1 



WO 99/06554 ^ PCT/IB98/01238 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

(D) OTHER INFORMATION: score 4.8 * 

. seq SFIALVYSSLSFQ/KV 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 403: 

Met Ser Phe lie Ala Leu Val Tyr Ser Ser Leu Ser Phe Gin Lys Val 
-10 - 5 x 

Pro Gly 



(2) INFORMATION FOR SEQ ID NO: 4 05: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 24 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

{ i i_ ) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(5) LOCATION: -22.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.7 

seq IVLFLNSXFPIIC/SR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 405: " 



Me; Val Phe Asp Thr Leu Lys Ser Arg He Val Leu Phe Leu Asn Ser 
"20 -15 -io 

Xaa Phe Pro He He Cys Ser Arg 
-5 1 



(2) INFORMATION FOR SEQ ID NO: 406: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: €9 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hcmo Sapiens 

iO) DEVELOPMENTAL STAGE: Fecal 

iF) TISSUE TYPE: kidney 
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. (A) NAME/KEY: sig_peptide 

(B) LOCATION: -59.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.7 

seq I FLFS I LLMS LRT / FH 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 406: 



Met Leu Glu Met Glu Met Thr Trp Leu Arg Leu Cys Asp Glu Cys Ser 
-55 -50 -45 

Arg Trp Gly Met Ala Ser Ala Trp Gly Arg Gly Gly Lys Leu Leu Gly 
-40 -35 -30 

Ala Gin Val Ala Leu His Pro Arg Asn Cys Ser Lys Ala Lys lie ?he 
-25 -20 -15 

Leu ?he Ser He Leu Leu Met Ser Leu Arg Thr Ph* His Cys Asn Tyr 



rue Ai y Gly A5m Gly 



(2) INFORMATION FOR SEQ ID NO: 407: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 99 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_pepride 

(B) LOCATION: -17 . . -1 

(C) IDENTIFICATION METHOD: Von He.;ne matrix 

(D) OTHER INFORMATION; score 4.7 

seq MLFFLGALCRESG/VP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 401: 



Met Asp Asp Leu Met Leu Phe Phe Leu Gly Ala Leu Cys Arg Glu Ser 

-15 -10 -5 

Gly Val Pro Ser Leu Gly Lys Gin Glu Arg Met Arg Ala Tyr Ala Ala 

1 5 10 15 



Glu Met Pro Pro Leu Leu Pro Ser Pro Cys Pro Pro Pro Ser His Leu 
20 25 30 



Pro Lys Pre Ala Ser Pro Cys Pro Tyr Pro Leu Xaa Leu Leu Thr Phe 
35 40 45 
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Pro Val Gly Val Pro His Leu Pro Gly Thr Arg Leu Gin Cys Gin Glv 
50 55 . 60 

Leu Gly His Ser Leu Xaa Arg Ala Glu Arg Gly Val Gly Gly Gly Val 
65 70 75 

Ser Pro Gly 
80 



(2) INFORMATION FOR SEQ ID NO: 408: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 71 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

{ v i ) GRIG IN AL S O URGE : 

(A) ORGANISM: Homo Sapiens 

<D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

fix} FEATURE : 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -25.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq LPTLLLLPVGAPG/KK 

(xij SEQUENCE DESCRIPTION: SEQ ID NO: 4 : = : 



Met Val Leu Gly Ala Leu Asn Leu Pro Ser Gin Glu Leu Pro Thr Leu 

~ 25 "20 -15 _ 10 

Leu Leu Leu Pro Val Gly Ala Pro Gly Lys Lys Lvs Gly Met Glu Gly 

"5 1 5 " 

Lys Thr Pro Leu Asp Leu Phe Ala His Phe Gly Pro Glu Pro Gly Asp 

10 15 20 

His Ser Asp Pro Leu Pro Pro Ser Ala Pro Ser Pro Thr Arg Glu Glv 

25 30 35 

Ala Leu Thr Pro Pro Pro Gly 

<0 45 



(2) INFORMATION FOR SEQ ID NO: 409: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 34 amino acids 
(3) TYPE: AMINO ACID 
< D ; TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY; sig_peptide 

(B) LOCATION: -19.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq QTFVSfc'LSIPVLG/LV 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 409: 



Met Leu Val Ser Lys He Gin Thr Phe Val Ser ?he Leu Ser He Pro 
-15 -10 -5 

Val Leu Gly Leu Val Pro As? His He Leu Gin Leu lie Thr Glu Lys 
1 5 i0 

Glu Thr 

15 



(2) INFORMATION FOR SEQ ID NO: 410: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 39 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal ' 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sigjpeptide 

(B) LOCATION: -31.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq LLSTGI MLGTQA/FR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 410: 



Met Cys Asn Pro Val Ala His Thr Phe Arg Gly Val His Giu His His 
-30 -25 -20 

Ala Met Leu Leu Ser Thr Gly Leu Asn He Leu Gly Thr Gin Ala Phe 
-15 -10 -5 i 

Arg Tyr Giu Asp Gly Gin Leu 
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(2) INFORMATION FOR SEQ ID NO: 411: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 95 amino acids 

(B) TYPE: AMINO ACID 
<D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -17.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq ILLWEACTGRCQA/SL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 411: 



Met Gin Cys Trp lie .Leu Leu Trp Glu Ala Cys Tr.r Gly Arg Cys Gin 
-15 " -10 -5 

Ala Ser Leu Leu Ser Pro Trp Pro Arg Gly Gly Ar:j Gly Lys Leu Val 
1 5 10 15 

Ala Val Val Ala Ala Lys Trp Leu Ala Ala He Cys Gly He Trp Ala 
20 25 * 30 

He Lys Glu Met Pro Ser His Gly His Ser Leu Gin Ala Gly Ala Gly 
35 40 45 

Glu Gly Ala Leu Val Thr Trp Ser Leu Gin Thr Ser Phe Gly Val Lys 
50 55 60 

Gin Tyr Lys Trp Gly Val Val Trp His Glu Ala Asn Leu Leu Leu 
65 70 75 



(2) INFORMATION FOR SEQ ID NO: 412: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 33 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 



(ix) FEATURE: 

(A) NAME/KEY: sig__peptide 
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. ( B) LOCATION: -25. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: - score 4.6 

seq VLCILGCHGNLCC/EP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 412: 



Met Thr Gly Tyr Pro Trp Ala Asn Ser lie Thr Thr Val Leu Cys lie 
"25 -20 -15 - 10 

Leu Gly Cys His Gly Asn Leu Cys Cys Glu Pro Ala Val Arg Ala Leu 
-5 1 5 

Gly 



(2) INFORMATION FOR SEQ ID NO: 413: 

{i} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 29 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -24.. -1 

■ (C) IDENTIFICATION METHOD: Von Heiine matrix 
(D) OTHER INFORMATION: score 4.6 

seq IFTALFLXLHSVA/ IN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 413: 



Met Val Ser Cys Asp Val Xaa Ser Tyr Val He lie Phe Thr Ala Leu 
-20 -15 -io 

Phe Leu Xaa Leu His Ser Val Ala He Asn Glu G'u Phe 
"5 1 5 



(2) INFORMATION FOR SEQ ID NO: 414: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
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(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE:- 

(A) NAME/ KEY: sig_peptide 
(3) LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 4.6 

seq LFAIFLMCLKSIG/SV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 414: 



Met Lys Ser Phe Asp Lys Lys Leu Phe Ala lie Phe Leu Met Cys Leu 

-20 -15 -10 -5 

Lys Ser He Giy Ser Val Val Met Pro Gin Pro 
1 5 



(2) INFORMATION FOR SEQ ID NO: 415: 

(ij' SEQUENCE CHARACTERISTICS : 

(A} LENGTH: 101 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

Cii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Hono Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -33.. -1 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
CM OTHER INFORMATION: score 4.5 

sea LASLFGLDQXAXG/HG 

{xi) SEQUENCE DESCRIPTION: SEQ ID NO: 415: 



Met Phe Gly Ala Gly Asp Glu Asp Asd Thr Asd Phe Leu Ser Pro Se- 

-30 -25 -20 

Gly Gly Ala Arg Leu Ala Ser Leu Phe Glv Leu Aso Gin Xaa Ala Xaa 
-15 -10 -5 

Gly His Gly Asn Glu Phe Phe Gin Tyr Thr Ala Fro Lys Gin Pro Lys 

t 5 10 Is 

Lys Giy Gin. Giy Thr Ala Ala Thr Gly Asn Gin Ala Xaa Pro Lys Thr 

20 25 30 

Ala Pro Ala Xaa Met Ser Thr Pro Thr He Leu Val Ala Thr Aia Val 

35 40 45 

Mrs Aia Tyr Arg Tyr Thr Xaa Giy Xaa Tyr Val Lys Gin Xaa Asn Leu 
50 55 60 
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Val Leu Gin Phe Trp 
65 



(2) INFORMATION FOR SEQ ID NO: 416: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 62 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE : Fetal 

(F) TISSUE TYPE: kidney 

. (ix) FEATURE: 

(A) NAME/ KEY: sig_peptide 

(B) LOCATION: -28.. -1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 4.5 

seq RFLSLSAADGXDX/SX 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 416: 



Met Val Leu Thr Leu Gly Glu Ser Trp Pro Val Leu Val Gly Arg Arg 
-25 -20 -15 

Phe Leu Ser Leu Ser Ala Ala Asp Gly Xaa Asp Xaa Ser Xaa Aso Ser 
-10 -5 1 

Trp Asp Val Glu Arg Val Ala Glu Trp Pro Trp Leu Ser Gly Thr lie 
5 10 15 20 

Arg Ala Val Ser His Thr Asd Val Thr Lys Lys Aso Leu Lys 
25 30 



(2) INFORMATION FOR SEQ ID NO: 417: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 2 3 amino acids 
(3) TYPE: AMINO ACID 
(D> TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -17. .-I 
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(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 

- seq LTSVFQAMIWSQG/VS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 417: 



Met Val He Glu Leu Thr Ser Val Phe Gin Ala K<=c He Trp Ser Gin 
-15 -10 -5 

Gly Val Ser Asp Ser Ser Lys 
1 5 



(2) INFORMATION FOR SEQ ID NO: 418: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 63 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY:. sig_peptide 

(B) LOCATION: -50.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 4.4 

seq ILFLFYFPAAYYA/SR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 418: 



Met Glu Ser Thr Leu Gly Ala Gly He Val He Ala Glu Ala Leu Gin 
-50 -45 -40 -35 

Asn Gin Leu Ala Trp Leu Glu Asn Val Trp Leu Tro Xaa Xaa Leu Xaa 
-30 -25 -20 

Xaa Xaa He Pro Xaa He Leu Phe Leu Phe Tyr Phe Pro Ala Ala Tyr 
-15 -10 -5 

Tyr Ala Ser Arg Arg Val Gly He Ala Val Leu Trp He Ser Leu He 
1 5 ;o 

Thr Glu Trp Leu 
15 



{2} INFORMATION FOR SEQ ID NO: 419: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH; 31 amino acids 
(3) TYPE: AMINO ACID 
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(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN . 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE; 

(A) NAME /KEY : si$_peptide 
{ B ) LOCATION: -25.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 

seq VLVGVFLSTFLYC/EC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 419; 



Met lie lie Val Ser Glu Leu Gly Thr Pro Thr Gly Val Leu Val Gly 
-25 -20 -15 -10 

Val Phe Leu Ser Thr Phe Leu Tyr Cys Giu Cys val Lys Giy Pro 
-5 i 5 



(2) INFORMATION FOR SEQ ID NO: 420: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 amino acids 
{B J TYPE: AMINO ACID 
(DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -22.. -1 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.4 

seq GFLLC?LVCGLRR/WT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 420: 



Met Asn Trp Asa Val Arg Gly Thr Arg Gly Phe Leu Leu Cys Pro Leu 

-20 . -15 -10 

Val Cys Gly Leu Arg Arg Trp Thr Ser Pro Asp Cys Cys Leu lie Glu 

-5 15 10 



Lys Thr His Arg Gly 
15 
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(2) INFORMATION FOR SEQ ID NO: 421: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -19. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 



Met Leu Arg Cys Gly Gly Arg Gly Leu Leu Leu Gly Leu Ala Val Ala 
~ 15 -10 -5 

Ala Ala Ala Val Arg 
1 



(2) INFORMATION FOR SEQ ID NO: 422: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 



seq RGLLLGLAVAAAA/VR 




(A) NAME /KEY : sig_peptide 

(B) LOCATION: -14 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.4 



seq I LLM I V FS I FLLL / C N 



(xi) 



SEQUENCE DESCRIPTION 



SEQ ID NO: 422: 



Met lie Leu Leu Met lie Val Phe 
-10 



Ser lie Phe Leu Leu Leu Cvs Asn 
"5 "i 



Leu Thr Aso Phe 7 
*5 



Tyr Leu Phe Arg 
10 



Ser 



Asp Gly 
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(2) INFORMATION FOR SEQ ID NO: 423: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 22 amino acids- 
IB) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -14 . .-1 

<C) IDENTIFICATION 'METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.4 

seq SLLFIFRSILISC/FS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 423: 



Met Ser Leu Leu Phe He Phe Arg Ser He Leu He Ser Cys Phe Ser 
-10 -5 l 

Gly Asp Phe Phe Phe Phe 
5 



(2} IM FORMATION FOR SEQ ID NO: 424: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 6 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_pe?tide 

(B) LOCATION: -17.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.3 

seq SKVLIQLSQAFWA/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 424: 



Met Pro Leu He Ser Lys Val Leu lie Gin Leu Ser Gin Ala Pn» Trp 
-15 -10 -5 
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Ala Ser Pro Glu Gly Arg Asn Ser Ser Gly Ser Lys Arg Lys Gin Lea 
15 10 is 

Val Ala Ala Val Glu Met Arg Tyr Cys Lys Arg Gin Gin Gly 

20 25 



(2) INFORMATION FOR SEQ ID NO: 425: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 108 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

■(ii> MOLECULE TYPE: PROTEIN 

( vi } ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

<D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peotide 

(B) LOCATION: -29.. -1 

{C> IDENTIFICATION METHOD: Von Heiine matrix 
(D) OTHER INFORMATION: score 4.3 

seq VLLGSTAMATSLT/NV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 425: 

Met Asp Thr Ser Ser Val Gly Gly Leu Glu Leu Thr Asp Gin Thr Pro 
"25 -20 -is 

Val Leu Leu Gly Ser Thr Ala Met Ala Thr Ser Leu Thr Asn V* i G1V 
-10 - 5 i ~~ y 

Asn Ser Phe Ser Gly Pro Ala Asn Pro Leu Val Ser Arg S-r a s « Lys 
5 10 15 

Phe Gin Asn Ser Ser Val Glu Asp Asp Asp Asp Val Val Ph« Ii e Glu 
20 25 30 " 35 

Pro Val Gin Pro Pro Pro Pro Ser Val Pro Val Val Ala g 1 n Arq 

40 45 " io 

Tnr lie Thr Phe Thr Ser Ser Lys Asn Xaa Glu Leu Gin Gly Asn Asp 
55 60 65 * 

Ser Lys He Thr Pro Ser Ser Lys Glu Leu Ala S 
70 75 



(2) INFORMATION FOR SEQ ID NO: 426: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 51 amino acids 

(B) TYPE: 'AMINO ACID 
(D) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -31.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.3 

seq ILLLTHVPPWILE/NP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 42 6: 



Met Asp Thr Gly Glu Ser Phe Ser Pro His Thr Ser Cys Arg Gly His 
-30 -25 -20 

Trp Arg lie Leu Leu Leu Thr His Val Pro Pro Trp lie Leu Glu Asn 
-Id -10 -5 1 

Pro Ser Cys His Thr Arg Pro Ala Val Aso Thr Gly Glu Ser Phe Ser 
5 10 15 

Pro Gin Arg 
20 



(2) INFORMATION FOR SEQ ID NO: 427: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 100 amino acids 
<B> TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -31.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.3 

seq LVLLSVLKEPVSR/SI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 2 7: 



Mec Pro Tyr Leu Asp Pro Tyr lie Thr Gin Pro lie lie Gin lie Glu 
-30 -25 -20 

Arg Lys Leu Val Leu Leu Ser Val Leu Lys Glu Pro Val Ser Arg Ser 

-15 * -10 -5 1 
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lie ?he Asp Tyr Ala Leu Arg Ser Lys 
5 10 

His Leu His Met Arg Gin Lys Lys Arg 
20 25 

Pro Pro Pro Glu Asp Pro Ala He Ala 
35 40 

Ser Gin Gly Met Thr Glu Glu Glu Glu 
50 55 



Asp Phe Met Met 
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Asp He Thr Ser Leu Phe Arg 
15 

Asn Gly Ser Leu Pro Asp Cys 
30 

Gin Leu Leu Lys Lys Leu Leu 
45 

Asp Lys Leu Leu Ala Leu Lys 
60 65 



(2) INFORMATION FOR SEQ ID NO: 428: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 4 4 amino acids 
(3) TYPE: AMINO ACID 

/ r\\ i-prvn/-\T r\/~\j . t Tim* i-v 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/ KEY : sigjpeptide 
(3) LOCATION: -29.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ 0) OTHER INFORMATION: score 4.3 

seq VLLGSTAMATSLT/NV 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 4 ? 3 : 



Me: Asp Thr Ser Ser Val Gly Gly Leu Glu Leu Thr Asd Gin Thr P-o 

-25 -20 ' -15 

Val Leu Leu Gly Ser Thr Ala Met Ala Thr Ser Leu Thr Asn Val Glv 

-10 - 5 i 

Asp. Ser Phe Ser Gly Pro Ala Asn >ro Leu Val Ser 

$ 10 - 5 



(2} INFORMATION FOR SEQ ID NO: 429: 

ii) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 50 amino acids 
{3) TYPE: AMINO ACID 
■ID) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



(vi;- CF.IGINAL SOURCE 
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(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY : sig_peDtide 

(B) LOCATION: -28.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.2 

seq FGLLDFVVQCCDS/LR 

(xij SEQUENCE DESCRIPTION: SEQ ID NO: 429: 

Met His Val Leu Phe Asn lie Val Thr Thr Asn Xaa Xaa Asn His Phe 
"25 ^20 - 15 

Gly Leu Leu Asp Phe Val Val Gin Cys Cys Asp Ser Leu Arg Asn His 
-10 -5 i 

Xaa Xaa Ser Phe Gin Ser Ser Tyr Leu Arg Leu Asn His Ser Xaa His 

5 in i c 



Thr Cys 



(2) INFORMATION FOR SEQ ID NO: 430: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 66 amino acids 

(B) TYPE: AMINO ACID 
<D) TOPOLOGY: LINEAR 

(iij MOLECULE TYPE: PROTEIN 

(vi; ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix} FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -22.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.2 

seq TAYWLSFMSWAQS/SS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 30: 



8= Pro Pro Gin Ser Cys Cys Ser Lys Thr Ala Tv: Trp Leu S— Ph- 
" 20 -15 - 10 



et Ser Trp Aia Gin Ser Ser Ser Phe Gly Ser Arg Xaa Glu Ser Thr 

10 



'5 i 5 



Pro Cys Thr Asp His Cys Ser Gly Pro Arg GU Glu Gin L-- Cys 
15 20 25 



2r Ser Arg Val Phe His Cys lie Thr Hi 



s Pro A.-n Gly Arg lie His 
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(2) INFORMATION FOR SEQ ID NO: 431: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 amino acids 
(3) TYPE: AMINO ACID 
. (D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic musclr 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.2 

seq SCVFFH FLQGGLG / FG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 431: 



Met Ser Cys Val Phe Phe His Phe Leu Gin Gly Gly Leu Gly Phe Gly 
-10 -s. i 



Ser Ala Gly Arg Cys Ala Gly Asp Arg 
5 10 



;2; INFORMATION FOR SEQ ID NO: 432: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 54 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 4.2 

seq LILLPIWINiXAQI/QQ 

(xi) SEQUENCE DESCRIPTION; SEQ ID NO: 4 32 : 
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Met Ser lie Ser Leu Ser Ser Leu lie Leu Leu Fro lie Trp lie Asn 
" 20 -15 -io _ 5 

Met Ala Gin lie Gin Gin Gly Gly Pro Asp Giu Lys Giu Lys Thr Thr 
1 5 io 

Ala Leu Lys Asp Leu Leu Ser Arg lie Asp Leu Aso Giu Leu Met Lys 
15 20 25 

Lys Asp Giu Pro Pro Gly 
30 



(2) INFORMATION FOR SEQ ID NO: 433: 

fi) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 52 amino acids 
(3) TYPE: AMINO ACID 
1 D} TOPOLOGY: LINEAR 

(ii> MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -34 . . -1 

(C) IDENTIFICATION METHOD: Von He : ne matrix 

(D) OTHER INFORMATION: score 4.2 

seq SFCNAVYLSPVFQ/EE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 433: 



Mez Thr Ala Leu Asn Leu Val Ala Pro Phe Ser Aso GIv Aso S«r Glv 
.-30 .25 * ' -20 

Ser Val Ser Leu Ala Ser Phe Cys Asn Ala Val Val Leu Ser Pro Val 

Phe Gin Giu Giu Giu His Leu Leu Phe Gin Lys Arg Lys Thr Lys Thr 

1 5 10 



Trp Pro Pro Arg 

1 5 



(2) INFORMATION FOR SEQ ID NO: 4 34: 

(i) SEQUENCE CHARACTERISTICS: 

;A) LENGTH: 39 amino acids 
'3; TYPE: AMINO ACID 
;3; TOPOLOGY: LINEAR 

ill) XOLECULE TYPE: PROTEIN 



C?"CINAL SOURCE 
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(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -17.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.2 

seq PVQVLG LLATCQH / AP 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 4 3-1: 



Met Trp Ser Arg Pro Val Gin Val Leu Gly Leu L-u Ala Thr Cys Gin 
-15 -10 -s 

His Ala Pro Ser Pro Ser Phe Lys Gly Glu Thr Cys Thr Glu He Glu 
1 5 10 15 

Ser Val Tyr Leu Ala Pro Met 
20 



(2) INFORMATION FOR SEQ ID NO: 435: 

(i} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 28 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii> MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Saoiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/ KEY : sic_peptide 
(3) LOCATION: -24 /.-l"' 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.2 

seq SLNQILLFLLISC/RT 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 4 I r , : 



Met Arg Tyr Arg Leu Arg lie Gin He Thr Thr Ser Leu Asn G^n lie 
"20 -15 -io 

Leu Leu Phe Leu Leu lie Ser Cys Arg Thr Leu Ser 
-5 1 



(2) INFORMATION FOR SEQ ID MO: 4 36: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 35 amino acids 
-.3} TYPE: AMINO ACID 
ID) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -25.. -1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 4.2 

seq VLLFFCCSPLYSP/LF 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 436: 

Met Pro Phe Phe Ser Ash Gin Pro Thr Gin Val Ser Val Leu Leu Phe 
"20 -15 _ 10 

Phe Cys Cys Ser Pro Leu Tyr Ser Pro 



ljcli me i^eu ueu xaa Leu He 
' 5 1 5 



Pro His Gin 
10 



(2) INFORMATION FOR SEQ ID NO: 4 37: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 115 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION : -44.. -1 

(C) IDENTIFICATION METHOD: Von Heijne marrix 

(D) OTHER INFORMATION: score 4.1 

seq IAVGL7CQHVSHA/IS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 437: 

Me; Arg Val Lys Asp Pro Thr Lys Ala Leu Pro Glu Lys Ala Lys Arg 

~ 40 "35 -30 

Ser Lys Arg Pro Thr Val Fro Hi 



" 25 -20 



s Asp Glu Asp Ser Ser Asp Asp lie 

-15 



Ala val Gly Leu Thr Cys Glr. His Val Ser His A - j He Ser Val 



Asn 
1 
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His Val Lys Arg Ala lie Ala Glu Asn Leu Trp Ser Val Cys Ser Glu 
5 10-15 20 

Cys Leu Lys Glu Arg Arg Phe Tyr Asp Gly Gin Leu Val Leu Thr Ser 
25 30 35 

Asp lie Trp Leu Cys Leu Lys Cys Gly Phe Gin Gly- Cys Gly Lys Asn 
40 45 " 50 

Ser Glu Ser Gin His Ser Leu Lys His Phe Lys Ser Ser Arg Thr Glu 
55 60 65 

Pro Leu Arg 
70 



(2) INFORMATION FOR SEQ ID NO: 4 38: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4b amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
{ F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3} LOCATION: -4 4. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq GTYLT." r SPLCQL/Q? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 433: 



Met Val Ser Leu Gly Tyr Tyr Leu lie Phe Vai Leu Tyr Leu Trp Leu 
-40 -35 -30 

Cys Phe Met Gin He Ser Glu Glu Lys Leu He Giu Glu His Thr Gly 
-25 -20 -15 

Thr Tyr Leu Thr Ser Ser Ser Pro Leu Cys Gin Leu Gin Pro Pro Gly 
-10 -5 1 



!2) INFORMATION FOR SEQ ID NO: 439: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 4 4 amino acids 
(8) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 



(ii} MOLECULE TYPE: PROTEIN 
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<vi> ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE . TYPE : kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -35.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq VLCCLLIATPTFF/LL 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 439: 



Met Ser Leu Thr Ser Arg Xaa Xaa He Met Xaa Tnr He Lys He Gin 

-35 -30 -25 -20 

Asn lie Ser lie Thr Lys Val Leu Cys Cys Leu Leu He Ala Thr Pro 

-15 -10 -5 

Thr Phe Phe Leu Leu Leu Pro Ser Ser He Pro Arg 

1 5 



(2) INFORMATION FOR SEQ ID NO: 440: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 amino acids 
, (3) TYPE: AMINO ACID 
'(D) TOPOLOGY: LINEAR 

(ii} MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetai 

( F) TISSUE TYPE: kidney 

(ix} FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -18.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq AGVVSTSVAAAVA/AV 

i>:i) SEQUENCE DESCRIPTION: SEQ ID MO: 440: 



Met Xaa Ala Giu Ala Ala Gly Val Val Ser Thr L r c Val Ala ALa Ala 
-15 -10 -5 

Val Ala Ala Val Ala Ala Pro Ala Gly Ala Giv 
1 5 



FORMATION FOR SEQ ID NO: 44 1: 
(i) SEQUENCE CHARACTERISTICS: 
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(A) LENGTH : 32 amino acids 
(5) TYPE: AMINO ACID 
<D) TOPOLOGY: LINEAR - 

(ii) MOLECULE TYPE: PROTEIN ' ' 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Muscle . - 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -15.. -1 

(C) IDENTIFICATION METHOD: Von Keijne matrix 

(D) OTHER INFORMATION: score 4 

seq IMSSCLALTYTNS/IS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 1'.: 



Met Trp He Met Ser Ser Cys Leu Ala Leu Thr Tvr Thr Asa Ser He 

-15 ' -10 -5 l 

Ser His Ser Leu Cys Leu Glu Arg Ala Tyr Ser Leu Phe Lys Val Asp 

5 10 15 



(2) INFORMATION FOR SEQ ID NO: 442: . 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 50 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Ho^io Sapiens 

(D) DEVELOPMENTAL STAGE : Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION : -20.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4 

seq SNALVLVTRGSSS/LP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 442: 



Met Pro Arg Gly Val Tyr Asn Ser Asn Ala Leu Val Leu Val Thr Arg 

-20 -15 -10 -5 

Gly Ser Ser Ser Leu Pro Leu Cly Leu Tyr Gly He Asn Cys Val Gin 

1 5 1C 



Val lie Lys Leu Phe Tyr Arg Gly His Leu His Trp Glu Thr Leu Leu 
15 20 * 25 
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Pro Ser 
30 



(2) INFORMATION FOR SEQ ID NO: 443: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 8 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

( D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -44.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 4 

seq FLLPCVHPFSVIA/VY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 44,3 : 



Met He Glu Pro Cys Giu Lys Met Lys His Tyr Asp Met Asn Tro Phe 

-40 -35 -30 

Leu Cys Met Tyr Glu Cys Phe Phe Phe His Leu Leu Glu Thr Glu Phe 

-25 -20 -15 

Leu Leu Pro Cys Val His Pro Phe Ser Val He Ala Val Tyr Vai Phe 

-10 -5 1 



(2) INFORMATION FOR SEQ ID NO: 444: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 58 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

{vi} ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -55.. -1 

{C) IDENTIFICATION METHOD: Von He;.;ne matrix 
(D) OTHER INFORMATION : score 4 

seq AALCGI3LSQXFP/E? 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 44 4: 
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Met Ala Met Trp Asn Arg Pro Cys Gin Xaa Leu Pro Gin Gin Pro Leu 
-55 -50 -45 -40 

Vai Ala Glu Pro Thr Ala Glu Gly Glu Pro His Leu Pro Thr Gly Arg 
-35 -30 -25 

Glu Leu Thr Glu Ala Asn Arg Phe Ala Tyr Ala Ala Leu Cys Gly lie 
-20 -15 -10 

Ser Leu Ser Gin Xaa Fhe Pro Glu Pro Gly 
-5 1 



(2) INFORMATION FOR SEQ ID NO: 445: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE:' kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -17.. -1 

(CJ IDENTIFICATION METHOD: Von He;;ne matrix 
(D) OTHER INFORMATION: score 4 

seq CLLVSYAVDSAAG/RF 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 4-15: 



Met Glu Gin Val Cys Leu Leu Val Ser Tyr Ala Val Asd Ser Ala Ala 
-15 -10 " -5 

Gly Arg Phe Gly 



(2) INFORMATION FOR SEQ ID NO: 446: 

UJ SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 115 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE: PROTEIN 

Ivi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 
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(ix) FEATURE: 

(A) NAME/KEY: sig_pepti<ie 
(3) LOCATION: -28.,-! 

(C) IDENTIFICATION METHOD: Von Hei;ne matrix 

(D) OTHER INFORMATION: score 4 

seq ATLRCWASTPVSG/RL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 446: 



Met Arg Lys lie Ser His Cys Leu His Cys Trp Pro Glu Ser Giy Ala 
-25 -20 -15 

Thr Leu Arg Cys Trp Ala Ser Thr Pro Val Ser Gly Arg Leu Ser Ser 
-10 -5 1 

Met Ala Val Xaa Xaa Xaa Gly Glu Xaa Pro Pro Gin Asp Ala Phe Thr 
5 10 15 20 

Thr GLn Trp Leu Val Arg Asp Leu Arg Gly Lys Thr Glu Lys Glu Phe 
25 30 35 

Lys Ala Tyr Val Ser Leu Phe Met Arg His Leu Cyr> Glu Pro Gly Ala 
40 45 " 50 

Asp Gly Ser Glu Thr Phe Ala Asp Giy Val Pro Arg Glu Gly Leu Ser 
55 60 65 

Arg Gin Gin Val Leu Thr Arg He Giy Val Met Ser Leu Val Lys Lys 
70 75 60 

Lys Gly Gin 
85 



(2) INFORMATION FOR SEQ ID NO: 447: 

•i) SEQUENCE CHARACTERISTICS: 

(AJ LENGTH: 26 amino acids . . 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -22.. -1 

(C) IDENTIFICATION METHOD: Von Heiine matrix 
{DJ OTHER INFORMATION: score 

seq LLHPCGSITLTSS/ST 

{xi} SEQUENCE DESCRIPTION: SEQ ID NO: 4<7: 



Met Cys He Asr. Asp His He He Lys Leu Leu K-s» Pro Cys Gly Ser 
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-20 -15 -10 

He Thr Leu Thr Ser Ser Ser Thr Thr Arg 
-5 1 



(2) INFORMATION FOR SEQ ID NO: 4 4 8: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 45 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE:- kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_pe?tide 
<B) LOCATION: -17.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(DJ OTHER INFORMATION: score 4 

seq VALQCG LT I PALX /LP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 448: 



Met Arg Cys Arg Val Ala Leu Gin Cys Gly Leu Thr lie Pro Ala Leu 
-15 -10 -5 

Xaa Leu Pro Gin Gly Asp Glu Ala Gly Asp Ala Gin Asp Leu Arg Gly 
15 10 15 

Pro Ala Gin Ala Glu Tyr Leu Tyr He lie Ser ?-\ Ser 
20 25 



(2) INFORMATION FOR SEQ ID NO: 4 49: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 118 amino acids 
(3) TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/ KEY : sig_pepcida 

(B) LOCATION: -93 . . -1 

(C) IDENTIFICATION METHOD: Vcn Heijne mairix 
fD) OTHER INFORMATION: sccre 3.9 
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Met Thr Val Arg 
-90 

Glu Asn Asp Leu 
-75 

Gin Gin Gin Thr 
-60 

Tyr Ala Gly His 
-45 

Gly Asp Lys Glu 



Leu Thr Ser Ala 
-10 

Leu Gin Ser Val 
5 

Leu His Ser Xaa 
20 



Tyr Gly Lys Phe 



Thr Trp Val Leu 
-70 

Ser lie Lys Ser 
-55 

Asp Trp Phe Val 
-40 

Lys Thr Phe Gin 
-25 

Phe Leu Trp Leu 



Phe Lys Gly Gly 
10 

Gly Arg 
25 



Leu Ser Leu Leu 
-85 

Lys His Cys Glu 



Ser Leu Leu Cys 
-50 

Ser Ser Leu Phe 
-35 

Phe Leu His Glr. 
-20 

Pro Arg Leu His 
-5 

Phe Xaa lie Leu 

15 



Lys Asp Glv Ala 
-80 

Arg Phe Leu Lys 
-65 

Leu Gin Gly Asn 



Met He Met Leu 
-30 

Phe Ser Arg Leu 
-15 • 

lie Ser Val Arg 



Arg Thr Leu Tyr 



(2) INFORMATION FOR SEQ ID NO: 4 50: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 34 amino acids 

(B) TYPE: AMINO ACID 
{DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 3.9 

seq FFWVVLF5AGCKV/IT 

(xi) SEQUENCE DESCRIPTION: SZO ID NO: 450: 



Met Ala Phe Asp Val Ser Cys Pha Phe Trp Val Val Leu Phe Ser Ala 
-20 * -15 -10 -S 



Gly Cys Lys Val lie Thr Ser Trp Asp Gin Met Cys lie Glu Lvs Glu 
1 5 10 



WO 99/06554 

Ala Thr 



399 



PCT/TO98/0I238 



(2) INFORMATION FOR SEQ ID NO: 451: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 41 amino acids 

(E) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -22.. -1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq HLSSTT3PPWTHA/AI 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 451: 



Met Leu Thr Arg Leu Val Leu Ser Ala 'His Leu Ser Ser Thr Thr Ser 

-20 -15 -10 

Pro Pro Trp Thr His Ala Ala He Ser Trp Glu Leu Asd Asn Val Leu 
-5 1 5 ' 10 

Met Pro Ser Pro Arg He Trp Pro Leu 
15 



(2) INFORMATION FOR SEQ ID NO: 452: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 51 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE : 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -40.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq CVNLLLGFEPVIS/RS 

(:<i) SEQUENCE DESCRIPTION: SEQ ID NO: 4 52: 
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Met Arg Tyr Phe Gin Gly Pro Ser Pro Tyr Ser Glu He Glu He Glu 
-40 -35 -30 -25 

Leu Cys Asp His Val Tyr Ser Phe Gin Glv Leu Cys Val Asn Leu Leu 
-20 -15 -io 

Leu Gly Phe Glu Pro Val He Ser- Arg Ser Arg Xaa Ser Ser Leu Ala 
-5 1 5 . 

Val Glu Ser 
10 



(2) INFORMATION FOR SEQ ID NO: 453: 

(i), SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 70 amino acids 
(3) TYPE: AMINO ACID 

fix) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -41.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq LASLECYVPSTNQ/WQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 453: 



Met Xaa Xaa Lys Arg Thr His Xaa Xaa Xaa Ser Val Phe 
-40 -35 -30 

Val Tyr Ala Ala Gly Gly Arg Asn Ala Glu Gly S Leu 
-25 -20 -15 

Glu Cys Tyr Val Pro Ser Thr Asn Gin Trp Gin Pro Lys 
-5 i 

Glu Val Ala Arg Cys Cys His Ala Ser Ala Val Ala Asp 
10 15 20 

Leu Val Thr Giy Gly Leu 
25 



Asn Gly Leu 

Ala Ser Leu 
-10 

Xaa Xaa Leu 
5 

Gly Arg Val 



(2) INFORMATION FOR SEQ ID NO: 454: 



ii) SEQUENCE CHARACTERISTICS: 

i.-.J LENGTH: 4 3 arr.ir.o acids 
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(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE; 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -38.. -1 

(C) IDENTIFICATION METHOD: Von Heiine matrix 
(DJ OTHER INFORMATION: score 3.9 

seq LLFFHLLLNDFFT/FY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 454: 



Met Phe Leu Lys Val Gin Ser Gin Ser Phe Tyr Xaa Pro Tyr Arg Asp 

-35 -30 -25 

Cys Leu Asn Phe His Lys Ser Thr Tyr Leu Leu Phe Phe His Leu Leu 

-20 -15 " . -10 



Leu Asn Asp Phe Phe Thr Phe Tyr Xaa Ala Lys 
- -5 1 5 



(2) INFORMATION FOR SEQ ID NO: 4 55: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 3 6 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A)- NAME /KEY : sig_peptide 
(3) LOCATION: -27. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
ID) OTHER INFORMATION: score 3.9 

seq WIILIIYTFQCNS/SL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 55: 



Met Gin Pro Leu Lys He He Phe Tyr Leu Ser Val Ser lie Trp He 
-25 -20 -15 



lie Leu He He Tyr Thr Phe Gin. Cys Asn Ser S--: Leu Ser He Leu 
-10 -5 ; 5 
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(2) INFORMATION FOR SEQ ID NO: 4565 

(i) SEQUENCE CHARACTERISTICS: . 

(A) LENGTH: 61 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{ F) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -19.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq R V AAC T AAA ? LQ A / H G 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4: r.: 



Met Met Arg Thr Thr Ala Arg Val Ala Ala Cys Thr Ala Ala Ala Pro 
-15 -10 -5 

Leu Gin Ala His Gly Ala Xaa lie Gin Gin Xaa Pro Asp Xaa Leu Xaa 
15 10 

Ser Xaa Arg Leu Ser Arg Xaa Gly Leu Ser Ala Gly Arg Leu His Gin 
15 20 25 

Ser Glu Thr Glu Ala Glu Leu Glu Ala Pro Gly Arc Ala 
30 35 40 



(2) INFORMATION FOR SEQ ID NO: 457: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 45 amino acids 

(B) TYPE: AMINO ACID 

(C) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -34 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.8 

seq RWASSCLHPSARS/SN 

(xi) SEQUENCE DESCRIPTION: S£Q ID NO: 45": 
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Met Glu Ala Ala Thr Thr Leu His Pro Gly Pro Arc Pro Ala Leu Pro 
-30 -25 ' -20 

Leu Gly Ala Arg Ala Arg Trp Ala Ser Ser Cys Leu His Pro Ser Ala 

-15 -10 -5 

Arg Ser Ser Asn Pro Ala Gly Lys Ser Ser Arg Thr Pro 

1 5 . 10 



|2) INFORMATION FOR SEQ ID NO: 4 58: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH; 35 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
{ F) TISSUE TYPE: Kidney 

(ix) FEATURE : 

(A) NAME/KEY: sig^peptide 

(B) LOCATION: -2 9..-1 

■(C) IDENTIFICATION METHOD: Von Hei^ne matrix 
(D) OTHER INFORMATION: score 3.8 

seq LCPVIFFPSNCWK/EY 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 458: 



Met Gin Gly Val Arg Gly Pro Val Ser Phe Ser T::. Ser Thr Thr Met 
-25 -20 -15 

Leu Cys Pre Val lie Phe Phe Pro Ser Asn Cys Trp Lys Glu Tyr Asn 
-10 -5 1 

Arg Thr Gin 
5 



(2) INFORMATION FOR SEQ ID NO: 455: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii; MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

\0) DEVELOPMENTAL STAGE: Fecal 

(F) TISSUE TYPE:: kidney 
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(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: -18. .-1 . 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
- (D) OTHER INFORMATION: score 3.8 

seq FXLLFXXFXFFRQ/XG 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 459: 



Met Xaa Xaa Phe Ser Phe Xaa Leu Leu Phe Xaa Xaa Phe Xaa Phe Phe 
-15 -10 -5 

Arg Gin Xaa Gly 



(2) INFORMATION FOR SEQ ID NO: 460: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 31 ' amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -23 . .-1 

(C) IDENTIFICATION METHOD: Von Heijr.e matrix 

(D) OTHER INFORMATION: score 3.8 

seq SVRLLFRFSVIMA/SE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 oO : 



Met Leu Leu Leu Ser Glu Ala Leu Ser Glu Ser Val Arg Leu Leu Phe 

-20 -15 -10 

Arg Phe Ser Val lie Met Ala Ser Glu Lys Gin Ser Phe Gin lie 

-5 1 5 



(2) INFORMATION FOR SEQ ID NO: 4 61: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 amino acids 
(3) TYPE: AMINO ACID 
1 D) TOPOLOGY: LINEAR 

iii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

;A; ORGANISE: Ho.t.o Sapiens 
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<D) DEVELOPMENTAL STAGE : Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 
(3) LOCATION: -17. .-1 

(C) IDENTIFICATION METHOD: Von Hei}ne matrix 

(D) OTHER INFORMATION: score 3.3 

seq SLPCTTAFPLLSS/KV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 451: 



Met Ala Leu lie Ser Leu Pro Cys Thr Thr Ala Phe Pro Leu Leu Ser 

-15 -10 . -5 

Ser Lys Val Ser Gin Leu Leu Leu Pro Leu Ser 
15 10 



(2) INFORMATION FOR SEQ ID NO: 462: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 57 amino acids 
(3) TYPE: AMINO ACID 
(DJ TOPOLOGY: LINEAR 

(iij MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Heart 

fix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -37. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

( D] OTHER INFORMATION : score 3.8 ' 

seq RWALPLVRATCT/AV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 462: 



Met Ser Glu Glu Glu Ala Ala Gin He Pro Arg Ser Ser Val Trp Glu 
-35 -30 -25 

Gin Asp Gin Gin Asn Val Val Gin Arg Val Vai Ala Leu Pro Leu Val 
-20 -15 -10 

Arg Ala Thr Cys Thr Ala Val Cys Asp Val Tyr Ser Ala Ala Lys Asp 
-5 1 5 10 

Arg His Pro Leu Leu Giy Ser Ala Trp 
15 20 



(2i INFORMATION FOR SEQ ID NO: 463: 
(i) SEQUENCE CHARACTERISTICS: 
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. (A) LENGTH: 97 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR. - 

<ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
<B) LOCATION: -72. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.8 

seq LAELTVDPQGALA/IR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 L > : 



Met Ala Ala Ala Ala Ala Ala Gly Ala Ala Ser Giy Leu Pro Gly Pro 
-70 -65 -60 

Vai Ala Gin Gly Leu Lys Glu Ala Leu Val Asp Thr Leu Thr Glv He 
-55 -50 -45 

Leu Ser Pro Vai Gin Giu Val Arg Ala Ala Ala Glu Glu Gin He Lys 
-40 -35 -30 -25 

Val Leu Glu Val Thr Glu Glu Phe Gly Val His Leu Ala Glu Leu Thr 
-20 -15 -10 

Val Asp Pro Gin Gly Ala Leu Ala He Arg Gin Leu Ala Ser Val He 
-5 1 5 

Leu Lys Gin Tyr Val Giu Thr His Trp Cys Ala Gin Ser Glu Lys Phe 
10 ' 15 20 



Arg 
25 



(2) INFORMATION FOR SEQ ID NO: 4 64: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 130 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY : s ig_peptide 
(3) LOCATION: -117*. .-1 
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{C} IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION : score 3.8 

- seq XXXYLNFCPVCYC/FS 

(xi} SEQUENCE DESCRIPTION : SEQ ID NO: <64: 



Met Asn Ser Gly Gly 
-115 



Gly Phe Gly Leu Gly Leu Giy Phe Gly Leu Thr 
-110 -105 



Pro Thr Ser Val lie 
-100 



Gin Val Thr Asn Leu Ser Ser Ala Val Thr Ser 
-95 -90 



Glu Gin Met Arg Thr 
-85 



Leu Phe Ser Phe Leu Gly Glu lie Glu Glu Leu 
-80 -75 -70 



Arg Leu Tyr Pro Pro 
-65 



Asp Asn Ala Pro Leu Ala Phe Ser Ser Xaa Val 
-60 -55 



Cys Tyr Val Lys Phe 
-50 



Arg Asp Pro Ser Ser Val Gly Val Ala Gin His 
-45 -40 



Leu Thr Asn Thr Val 
-35 



Phe lie Asp Arg Xaa Leu Xaa Ser Cys Ser Leu 
-30 - * -25 



Cys Arg Arg Leu Val 
-20 



Ser Arg Phe Xaa Xaa Xaa Tyr Leu Asn Phe Cys 
-15 -10 



Fro Val Cys Tyr Cys 
-5 



Phe Ser Phe Pro Arg Asp Trp Gin Val Asp Ser 
1 5 10 



Thr Leu 



(2) INFORMATION FOR SEQ ID NO: 4 65: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 3 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -13.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq MIEMLI FLDCVLS/SK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: ~ •" 5 : 



l<\ez lie Glu Met Leu lie Phe Leu Asp Cys Val Leu Ser Ser Lys Asp 
-10 -5 i 
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Thr lie Thr Met Phe Val Lys Phe lie Pro lie Phe Pro Phe Pro Leu 
5 10 15 

Gin Phe Tyr Leu Pro Ser Phe Leu Leu Leu Glu 
20 25 30 



(2) INFORMATION TOR SEQ ID NO: 466: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 81 amino acids 

(B) TYFE: AMINO ACID . 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{ D ) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

. (ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -7 9...-1 

<C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 3.7 

seq VIGSLLVLTMLTC/RR 

(xii SEQUENCE DESCRIPTION: SEQ ID NO: 466: 



Met His Pro Phe Leu Ala Ala His Gly Pro Ala Phe His Lys Giy Tyr 
-75 -70 -55 

Lys His Ser Thr lie Asn He Val Asp lie Tyr Pro Met Met Cys His 
-50 -55 * -50 

He Leu Gly Leu Lys Pro His Pro Asn Asn Gly Thr Phe Gly His Thr 
-45 -40 -35 

Ly_- Cys Leu Leu Val Asp Gin Trp Cys lie Asn Leu Pro Glu Ala He 
-30 -25 -20 

Ala He Val He Gly Ser Leu Leu Val Leu Thr Mor_ Leu Thr Cvs Ara 
-15 -10 -5 " £ 

Arc 



(2) INFORMATION FOR SEQ ID NO: 4 67 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 30 amino acids 

( B ) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 



(vi) ORIGINAL SOURCE 
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(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -14.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq IWPMSASVATLWS/FT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 467: 



Met lie Trp Pro Met Ser Ala Ser Val Ala Thr Leu Trp Ser Phe Thr 
-10 -5 1 

Ser Tyr lie Ser Tyr Pro Ser Arg Phe Tyr Tyr Asp Ala Trp 
5 10 15 



2) INFORMATION bOR SEQ ID NO: 4 68: 

(i) SEQUENCE CHARACTERISTICS: 

{A} LENGTH: 95 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide" 
(3) LOCATION: -31.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.6 

seq LFIYLVFVECLLC/TR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 463: 



Met Gly lie Asp He Phe Tyr Pro Ser His He Pro Asp Phe His Pro 

-30 -25 -20 

lie His Leu Phe He Tyr Leu Val Phe Val Glu Cvs Leu Leu Cys Thr 

~l r j -10 -5 * 1 

Arq Asn Xaa Xaa Xaa Leu Ser Xaa Phe Asn Cys A.;o Asn Ala Gin He 

3 .10 15 

lie Phe Thr Thr Gly Ser Ser Ser Ser Gly Gly Asn Lys Pro Phe Lys 

20 25 ' 30 

Ser Ser Leu Cys Thr Val His Arg Gly Gin Glu Arq Glu Arg He Glu 

3 5 AO ; -i 



y»* Gin Gly Asn Gly 
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(2) INFORMATION FOR SEQ ID NO: 469: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 116 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptirie 

(B) LOCATION: -87 . . - L 

(C) IDENTIFICATION METHOD: Von Heijne ma-rix 

(D) OTHER INFORMATION: scare 3.6 

seq LILQASLKGELEA/SQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 469: 



Met Lys Glu Leu Asn Gin Lys Leu Thr Asn Lys Asn Asn Lys lie Glu 
-85 -80 -75 

Asp Leu Glu Gin Glu lie Lys lie Gin Lys Gin Lys Gin Glu Thr Leu 
-70 '-65- -60 

Gin Glu Glu lie Thr Ser Leu Gin Ser Ser Val Gin Glu Tyr Giu Glu 
-55 -50 -45 -40 

Lys Asn Xaa Lys lie Lys Gin Leu Leu Val Lys T:./ Lys Lys Giu Leu 
-35 -30 -25 

Ala Asp Ser Lys Gin Ala Glu Thr Asp His Leu He Leu Gin Ala Ser 
-20 -15 -10 

Leu Lys Gly Giu Leu Giu Ala Ser Gin Gin Gin Val Glu Val Tyr Lys 
-5 1 5 

Val Arg Val Leu Leu Phe Lys He Lys Lys Met Phe Phe His Val Glu 
10 15 20 25 

Val Arg Asn Gly 



;2) INFORMATION FOR SEQ ID NO: 470: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 117 amino acids 
(5) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 



(ii) MOLECULr TYPE : PROTEIN 
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(vi) ORIGINAL SOURCE: 

■ (A) ORGANISM: Homo Sapiens. 
(D) DEVELOPMENTAL STAGE: .Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -113.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.6 

seq RLLLCILIIVCYI/LF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 470: 



Met Gly Asa Thr Leu Lys Glu Met Gin Asp Val Gin Gly Ala Leu Gin 
-110 -105 -100 

Cys Tyr Thr Arg Ala He Gin lie Asn Pro Ala Phe Ala Asp Ala His 
-95 -90 -85 

Ser Asn Leu Ala Ser lie His Lys Asp Ser Gly Asi. He Pro Glu Ala 
-30 -75 -7C 

He Ala Ser Tyr Arg Thr Ala Leu Lys Leu Lys Pro Asd Phe Pro Asp 
-65 -60 -55 * -50 

Ala Tyr Cys Asn Leu Ala His Cys Leu Gin lie Val Cys Asp Trp Thr 
-45 - -40 -35 

Asp Tyr Asp Glu Arg Met Lys Lys Leu Val Ser He Val Ala Aso Gin 
-30 -25 -20 

Leu Glu Lys Asn Arg Leu Leu Leu Cys lie Leu He lie Val Cys Tyr 
-15 -10 -5 

He Leu Phe Leu Met 
1 



(2) I M FORMAT I ON FOR SEQ ID NO: 471: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 2 amino acids 
(3) TYPE: AMINO ACID 

(C) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(E) LOCATION: -39.. -1 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.6 

seq VAYAIPSIPSLFC/QR 
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(xi) SEQUENCE 



Met Leu lie Leu Ala 
-35 

Leu lie Pro Ala Val 
-20 

Ser lie Pro Ser Leu 
. -5 



DESCRIPTION: SEQ ID NO: 

Asp Thr Arg Arg Val Gin 
-30 

Leu Asn Arg Val His Val 
-15 

Phe Cys Gin Arg Trp 



G:.y Gly Thr Leu Gly 
-25 

Ala Tyr Ala He Pro 
-10 



(2) INFORMATION FOR SEQ ID NO: 472: 

(i) SEQUENCE CHARACTERISTICS; 

(A) LENGTH: 36 amino acids • 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE; kidney 

(ix) FEATURE: , 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.6 

seq CVFLFPLI3NTSS/YK 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 72: 



Me. Leu Val Gly 'He Tyr Phe Cys Vai Phe Leu P;w Pro Leu He Ser 
-20 -15 -10 -5 

Asn Thr Ser Ser Tvr Lys Asn Cys His Lys Thr Leu Gin His Thr He 
1 5 10 

Pro Pro His Glv 
15 



{2) INFORMATION FOR SEQ ID NO: 473: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 67 amino acids 
(2) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

ORGANISM: Homo Sapiens 
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(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -42. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.5 

seq LLLQGACPCLIFL/RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 473: 



Met Phe Leu Ala Pro Ser Leu Leu He Thr Lys Leu Leu Thr Gly Ser 
-40 -35 -30 

Glu Ser Pro Asp Gly Asn Pro Pro Ala Leu Gly Arg Pro Leu Leu Leu 
-25 -20 -15 

Gin Gly Ala Cys Pro Cys Leu lie Phe Leu Arg F:-o Asp Glu Asn Lys 
-10 -5 i 5 

Lys Glu Gly Xaa Glu Glu Lys Lys Asn His Lys leu Pro Leu Lys Thr 
10 15 20 

Ser Leu Gly 
25 



(2) INFORMATION FOR SEQ ID NO: 474: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 24 amino acids 
(3) TYPE : AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(FJ TISSUE TYPE: Dystrophic muscle ' 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION : -18.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(DJ OTHER INFORMATION: score 3.5 

seq SKSCLFYLQKV5G/IP 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 4 74: 



Ma- Asp Pro Ser Ala Ser Lys Ser Cys Leu Phe Tvr Leu Gin Lys Val 

-10 * -5 

Ser Gly lie Pro Gly Leu Leu Thr 
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(2) INFORMATION FOR SEQ ID NO: 4 75: 

(i) SEQUENCE CHARACTERISTICS-: * " 

(A) LENGTH; 66 amino acids 

(E) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

- (ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -4 6. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.5 

seq RWLCLQAYLASFS/LE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 475: 



Met Ser Leu Thr Ala Ser Gly Pro Arg Ala Ala Trp Giu Glu Arg Val 
-45 -40 -35 

Gly Gly Leu His Thr Trp Gly Ala Asn lie Pro Thr Ala Pro Asp Ser 
-30 -25 -20 -15 

Gin Arg Trp Leu Cys Leu Gin Ala Tyr Leu Ala Ser Phe Ser Leu Glu 
-10 -5 1 

Ser Pro His Arg lie Tyr Leu Glu Ser Pro Pro Tr.r Leu Leu Phe Pro 
5 10 15 

?ro Pro 
20 



(2) INFORMATION FOR SEQ ID NO: 476: 

(i) SEQUENCE CHARACTERISTICS: 

(A} LENGTH: 42 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A)- ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F; TISSUE TYPE: kidney 

(ix) FEATURE: 

■A) NAME/KEY: sig_pe?tide 
(2; LOCATION: -22 . . -1 

(Ci IDENTIFICATION METHOD: Vcn Heijne matrix 
<Q) OTHER INFORMATION: score 3.5 

sec AQLAS F1LPGATP/VA 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 476: 

Met Lys Tyr Gin Met Val Ser Gly Ser Ala Gin Leu Ala Ser Pro Leu 
-20 -15 -10- 

Leu Pro Gly Ala Thr Pro Val Ala Gly Thr lie Leu Lys Ser Leu Leu 
-5 1.5 10 

Leu Arg Thr Val Lys Met Met Arg Val Met 
15 20 



(2) INFORMATION FOR SEQ ID NO: 477: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 33 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{ F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -35. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 3.5 

seq CFWGLMYXWLLLG/SX 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 477: 



Met Asn Gly Thr Phe Pro Gly Thr Tyr Val Tyr Leu Val Ala Tyr Gly 
-35 -30 -25 -20 



Asp Leu Arg He Phe Gly Cys Phe Trp Gly Leu Met Tyr Xaa Trp Leu 
-15 " -10 -5 



Leu Leu Gly Ser Xaa Gly 
1 



[2) INFORMATION FOR SEQ ID NO: 4 78: 

(ij SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 97 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(iii MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
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iF) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(8) LOCATION: -21.. -1 

<C) IDENTIFICATION METHOD: Von Hs^ne matrix 
<D> OTHER INFORMATION : score 12.7 

seq ILFLLSWSGPLQG/QQ 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 473: 



Met Gly Pro Ser Thr Pro Leu Leu lie Leu Phe L,j Leu Ser Trp Ser 
-20- -15 -10 

Gly Pro Leu Gin Gly Gin Gin His His Leu Val Glu Tyr Met Glu Arg 

15 10 

Arg Leu Ala Ala Leu Glu Glu Arg Leu Ala Gin Cys Gin Asp Gin Ser 
15 20 25 

Ser Ara His Ala Z\ 1 a r:i», t * ^. 

- ~ — - ^ y rtoii rue uys Hsn Lys Met Leu Pro 

30 35 40 

Leu Leu Glu Val Ala Glu Lys Glu Arg Glu Ala Leu Arg Thr Glu Ala 
45 5 0 55 

Xaa Thr He Ser Xaa Gly Val Asp Arg Leu Glu Arg Glu Val Asp Ty>- 
60 . 55 70 75 

Leu 



(2) INFORMATION FOR SEQ ID NO: 479: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 92 amino acids 
(3) TYPE: AMINO ACID 
{ D) TOPOLOGY : LINEAR 

{ii) MOLECULE TYPE: PROTEIN ' 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

ID) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A} NAME/KEY: sig_peptide 
(3) LOCATION: -22. .-1 

(C; IDENTIFICATION METHOD: Von Heijne matrix 
(3) OTHER INFORMATION: score 10.5 

seq LMLLVS3LSPVQG/VL 

Cxi; SEQUENCE DESCRIPTION: SEQ ID NO: 479: 



Met Lys 



?r.e lie Ser Thr Ser Leu Leu Leu Met L - Leu Val Ser S»- 
' 2J "15 _ 10 
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Leu Ser Pro Val Gin Gly Val Leu Glu Val Tyr Tyr Thr Ser Leu Arc 

" 5 1 5 10 

Cys Arg Cys Val Gin Glu Ser Ser Val Phe lie Pro Arg Arg Phe lie 



20 25 



Asp Arg He Gin He Leu Fro Arg Gly Asn Gly Cys Pro Arg Lys Glu 
30 3 5 40 

lie He Val Trp Lys Lys Asn Lys Ser lie Val Cys Val Asp Leu Lys 
45 50 -55 

His Arg 
60 



(2) INFORMATION FOR SEQ ID NO: 480: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 137 amino acids 

IU\ TY.O.P ■ TVMTM/^ tv/"* t f""> 
* — , * * *. « . t-u-jinu i u 

(D) TOPOLOGY; LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal ■ 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig__pept ide 

(B) LOCATION: -47,. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8 

seq VLELLAAVCLVRG/GH 

(mi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 -J ) : 



Met Asn Tyr Gin Tyr Gly Phe Asn Met Val Met Ser His Pro His Ala 
-4o _4o -35 

Val Asn Glu lie Ala Leu Ser Leu Asn Asn Lys Asn Pro Arg Thr Lys 

~ 25 -20 

■15 -10 



Ala Leu Val Leu Glu Leu Leu Ala Ala Val Cys Leu Val Arg Giv Gly 

-5 " i 

His Giu lie lie Leu .Ser Ala Phe Asp Asn Phe L :s Glu Val Cys Gly 

5 10 15 

; Lyr> Sin Arg Phe Glu Lys Leu Met Glu His Phe Arg Asn Glu Asp 

25 3 0 



Asn Asn He Asp Phe Met Val Ala Ser Met Gin Phe lie Asn U« Val 

3j 40 45 

Val His -r Val Glu Asp Met Asn Phe Arg Val His Leu Gin Tyr Glu 

55 GO 65 
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Phe Thr Lys Leu Gly Leu Xaa Glu Tyr Leu Xaa Lvs Leu Lys His Thr 
TO- - 75 80 

Glu Ser Asp Lys L c eu Gin Val Gin He 
85 90 



(2) INFORMATION FOR SEQ ID NO: 481: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 61 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE; PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -28. .-1 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION : score 7.7 

seq LVMCFLSYFGTFA/VE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 481: 



Me- Aia Gin Ser lie His Met Tyr Ala Ala Arg Val Gin Trp GW Leu 
"25 -20 -15 

Val Met Cys Phe Leu Ser Tyr Phe Gly Thr Phe Ala Val Glu Ph- Arc 
-10 - 5 i " 

His Tyr Arg Tyr Glu He Val Cys Ser Glu Tyr Glr. Glu Asn Phe L-u 
5 10 15 20 

Ser Phe Ser Glu Ser Leu Ser Glu Ala Ser Glu Tyr Gin 
25 30 



(2) INFORMATION FOR SEQ ID NO: 432: 

(i) SEQUENCE CHARACTERISTICS: 

{A} LENGTH: 38 amino acids 
(B) TYPE: AMINO ACID 
{0} TOPOLOGY: LINEAR 

MOLECULE TYPE: PROTEIN 

•vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

ID} DEVELOPMENTAL STAGE: Fetal 

ID TISSUE TYPE: kidney 
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(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -21.. -1 . 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.1 

seq LHLFHLLIRPXQG/WX 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 462: 



Met Gly Ser Gly Tyr Ser His Ser Leu His Leu Phe His Leu Leu lie 
-20 -is _ 10 

Arg Pro Xaa Gin Gly Trp Xaa Xaa lie Val Pro Ala Cys Phe Trp Arg 

Lys Lys lie Leu Thr Pro Ser Thr Gly Thr Met Glu Leu Leu Gin Val 
13 20 25 

Thr lie Leu Phe Leu Leu Pro Ser lie Cys Ser Ser Asn Ser Thr G ly 
30 35 40 

Val Leu Glu Ala Ala Asn Asn Ser Leu Val Val Thr Thr Thr* Lys Pro 
45 so 55 

Ser lie Thr Thr Pro Asn Thr Trp 
60 65 



(2) INFORMATION FOR SEQ ID NO: 483: 

(i) SEQUENCE CHARACTERISTICS : 

■A) LENGTH: 69 amino acids 
•3) TYPE: AMINO ACID 
IDS TOPOLOGY:" LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
■"J TISSUE TYPE: Muscle 

(ix) FEATURE: 

{ A) NAME /KEY : sig_peptide 
13) LOCATION: -16. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(D; OTHER INFORMATION: score 6.7 

seq CFSLVLLLTSIWT/TR 

ixi) SEQUENCE DESCRIPTION: SEQ ID NO: 483: 



Met Ala Arg Cys Phe Ser Leu Val Leu Leu Leu Thr Ser lie Trp Thr 
"15 -io _c 

Thr Ar:i Leu Leu Val Gin Gly Ser Leu Arg Ala Glu Glu Leu S^r He 
5 10 15 



Gin Val Ser Cys 



Cys Arg He Mat Xaa Xaa Thr Leu Val Ser Lys Lys Ala 
20 25 3c 
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Asn Gin Gin Leu Asn Phe Thr Glu Xaa Xaa Gly Gly Xaa Xaa Ala Ala 
35 40 45 

Gly Thr Lys Phe Gly 

50 



(2) INFORMATION FOR SEQ ID NO: 484: 

' (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 40 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPHI: Heart 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -33. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6,7 

seq MTCLSVLFGYATS/HP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 484: 



Met Ala Met Arg Tyr Asn Arg Leu Thr Val Leu Ala Gly Ala Leu 
"30 -25 -20 

Ala Leu Gly Leu Met Thr Cys Leu Ser Val Leu Phe Gly Ty- Ala Thr 
-15 -10 _ 5 

Ser His Pro Gin Gly Leu Tyr lie 

-1 . . 5 



[2) INFORMATION FOR SEQ ID NO: 485: 

{i! SEQUENCE CHARACTERISTICS: 

{A} LENGTH: 53 amino acids 
(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

O) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(i:<) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -26.. -I 

!C) IDENTIFICATION METHOD: Von Hei 3 ne matrix 
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(D) OTHER INFORMATION: score 6.3 

seq RQLLLPLPPFSFP/AP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 485: 

Met Pro Gin Glh Pro Val Glu Gin Gly Ser Pro Leu Leu Arg Gin Leu 
"25 -20 -is 

Leu Leu Pro Leu Pro Pro Phe Ser Phe Pro Ala ?: > Ser P-o Cys Pro 
-10 - 5 x % 

Ser Trp Pro Val Ala Leu Gly Ser His Gly Val Ala Tyr T-p Gly Ser 
10 15 • 20 ' 

Cys Ser Leu Gly His 
25 



(2) INFORMATION FOR SEQ ID NO: 486: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 90 amino acids 
<B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

<F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY: sig_pe?tide 
{B) LOCATION: -80. ".-1 

(C) IDENTIFICATION METHOD: Von Heiine matrix 

(D) OTHER INFORMATION: score 6.2 

seq RASLLPMLLGSWA/FL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 436: 



Met Pro Ser Arg Ser Pro Phe Thr Trp Ser His L-; Cys T-p Arg Ala 
" 80 ~ 75 -70 -65 

Gly Arg Cys Pro Arg Trp Arg Ala Cys Leu Ser Ser Ser Ser Val Arg 
"60 -55 _ 5Q 

Met Cys Ser Pro Ala Ala Pro Ser Arg Phe Gly Ala Leu Gly Xaa Se- 

-45 -40 -35 

Ala Arg Arg Trp Pro Arg Arg Asp Ala Aso Thr Tro Cvs Ala Pro Gin 
"30 -25 ' -20 

Gly Val Met Arg Ala Ser Leu Leu Pro Met Leu Leu Gly Ser Trp Ala 
" 1 5 " 1 0 - 5 

Phe Leu Pro Pro Ser Cys Ser Pro Arg AI* 
: 5 10 
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(2) INFORMATION FOR SEQ ID NO; 487: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 95 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(BJ LOCATION: -40.. -1 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 6 

ea« T TVr*T T T *r»/- / r>»* 

— 1 ^ A ivjrw U / Ufi 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 

Met Ser His Thr Glu Val Lys Leu Lys lie Pro Phe Gly Asn Lys Leu 
" 40 "35 -30 -25 

Leu Asp Ala Val Cys Leu Val Pro Asn Lys Ser Leu Thr Tyr Gly lie 
-20 - 15 _ 10 

lie Leu Thr His Gly Ala Ser Gly Asp Met Asn Leu Pro His Leu 
~ 5 1 5 

Ser Leu Ala Ser His Leu Ala Ser His Gly Phe P.,,. Cys Leu Arg Phe 
10 15 20 

Thr Cys Lys Gly Leu Asn lie Val His Arg He Lys Ala Tyr Lvs Ser 
25 .30 35 40 

Val Leu Asn Tyr Leu Lys Thr Ser Gly Xaa Tyr Lys Leu Ala Gly 
45 50 55 



(2) INFORMATION FOR SEQ ID NO: 488: 

U) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 76 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi> ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(O) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 



(i:<> FEATURE: 
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(A) NAME/ KEY : sig_peptide 
(BJ LOCATION: -40. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6 

seq LCXSFX3VASCDA/AV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 433: 



Met Glu Leu Gly Ser Cys Leu Glu Gly Gly Arg Glu Ala Ala Glu Glu 
-40 -35 -30 -25 

Glu Gly Glu Pro Glu Val Lys Lys Arg Arg Leu Leu Cvs Xaa Glu Fhe 
"20 -15 ' -io 

Xaa Ser Val Ala Ser Cys Asp Ala Ala Val Ala Gin Cvs Phe Leu Ala 
"5 1 * 5 

Xaa Asn Asp Trp Glu Met Glu Arg Ala Leu Asn Ser Tyr Phe Glu Pro 
10 15 20 

Pro Val Glu Glu Ser Aid Leu Glu Arg Arg Pro Xaa 
25 30 35 



(2) INFORMATION FOR SEQ ID NO: 489: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 57 amino acids 

( B ) TYPE: AMINO ACID 
<D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: 1 kidney 

(ix) . FEATURE : 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -36.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.8 

seq AFVSCLLIGQCSS/QK 

{xi} SEQUENCE DESCRIPTION: SEQ ID NO: 4 39: 



Met Gly Arg Thr Tyr He Val Glu Glu Thr Val Gly Gin Tyr Leu Ser 
-35 -30 -25 

Asn lie Asn Leu Gin Gly Lys Ala Phe Val Ser Gly Leu Leu He Gly 
-20 -15 -io - 5 

Gin Cys Ser Ser Gin Lys Asp Tyr Val He Leu Ala Thr Arg Th- Pro 
1 5 io 

Pro Lys Glu Glu Gin Ser Glu Asn Leu 
1 - 2C 
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(2) INFORMATION FOR SEQ ID NO: 490: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 122 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig peptide 

(B) LOCATION: -2l7.-l 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
fDl OTHER TMrnnMaTTAM. >- 

seq CLSCLLIPLALWS/II 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 90: 

Met Gly Ser Arg Lys Cys Gly Gly Cys Leu Ser Cys Leu Leu lie Pro 



-10 



Leu Ala Leu Trp Ser lie lie Val Asn He Leu Leu Tyr Phe P-o Asn 

Gly Gin Thr Ser Tyr Ala Ser Ser Asn Lys Leu Thr Asn Tyr Val Trp 
15 20 25 

Tyr Phe Glu Giy lie Cys Phe Ser Gly lie Met Met Leu lie Val Thr 
. 30 35 40 

Thr Val Leu Leu Val Leu Glu Asn Asn Asn Asn Tyr Lys Cys Cvs Gin 

50 . 55 

Ser Glu Asn Cys Ser Lys .Lys Tyr Val Thr Leu Leu Ser lie lie Phe 

Ser Ser Leu Gly lie Ala Phe Ser Gly Tyr Cys Leu Val lie Ser Ala 
80 85 90 

Leu Gly Leu Val Gin Gly Pro Tyr Cys Arg 
95 100 



\2) INFORMATION FOR SEQ ID NO: 491; 

ii} SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 150 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig__peptide 
(5) LOCATION: -21.. -1 
. (C) IDENTIFICATION METHOD: Von He- Tie matrix 
(D) OTHER INFORMATION: score 5.6 

seq CLSCLLIPLALWS/II 

(xi) SEQUENCE DESCRIPTION : SEQ ID NO: 491: 



Met Gly Ser Arg Lys Cys Gly Gly Cys Leu Ser Cys Leu Leu He Pro 
* 20 "IS . . -10 

Leu Ala Leu Tr P Ser lie lie Val Asn He Leu Leu Tyr Phe Pro Asn 
" 5 15 10 

Gly Gin Thr Ser Tyr Ala Ser Ser Asn Lys Leu Thr Asn Tyr Val Trp 

15 70 nc 



25 



Tyr Phe Glu Gly lie Cys Phe Ser Gly He Met Met Leu lie Va' Thr 
30 35 40 

Thr Val Leu Leu Val Leu Glu Asn Asn Asn Asn Tyr Lys Cys Cys Gin 
45 50 55 

Ser Glu Asn Cys Ser Lys Lys Tyr Val Thr Leu Leu Ser lie lie Phe 
60 65 70 75 

Ser Ser Leu Gly lie Ala Phe Ser Gly Tyr Cys Leu Val lie Ser Ala 
80 85 , 90 ' 

Leu Gly Leu Val Gin Gly Pro Tyr Cys Arg Thr Leu Asp Gly Trp Glu 
95 . 100 - 105 • 

Tyr Ala Phe Glu Gly Thr Xaa Gly Arg Phe Leu Thr Aso Ser Ser He 
< 110 H5 120 

Trp He Gin Cys Leu Glu 
125 



(2) INFORMATION FOR SEQ ID NO: 4 92: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 36 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

IT) TISSUE TYPE: kidney 
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(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -21.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

Seq SFLPSALVIWTSA/AF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 492; 

Met Trp Trp Phe Gin Gin Gly Leu Ser Phe Leu Pro Ser Ala Leu Val 
- 20 -15 -io 

lie Trp Thr Ser Ala Ala Phe lie Phe Ser Tyr lie Thr Ala Val Thr 
"5 1 5 



10 



Leu His His He 
15 



(2) INFORMATION FOR SEQ ID NO: 4 93: 

- (i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 59. amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: -PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -41..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.4 

seq PLIFSLWCSGVLL/HI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 93: 



Met Phe Asn Ala Ser Thr Phe Thr Aso Tro Ser F.--r Ser Ue Phe Phe 
"40 -35 * ' -20 

Val Phe Thr Phe Lys Ser Lys Lys Ser Ala Gly Leu Pro Leu lie >he 

~ 25 "20 -15 : 10 

Ser- Leu Trp Cys Ser Gly Val Leu Leu His He His Gin Lys A^ a Gly 
" 5 1 5 

Gly Pro Arg Leu Trp Arg He His Gly Glu Gin 
10 15 



(2) INFORMATION FOR SEQ ID NO: 4 94: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 37 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(iij MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens " ' 

(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -29.. -1 

<C) IDENTIFICATION METHOD: Von Heijne matrix 
<D) OTHER INFORMATION: score 13.4 

seq SLLLVQLLTPCSA/QF 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 494: 



Met Lys Met Ala Ser Ser Leu Ala Phe Leu Leu Leu Asn Phe His Val 
■ -25 -20 -is 

Ser Leu Leu Leu Val Gin Leu Leu Thr Pro Cys Ser Ala Gin Phe Ser 
-10 - 5 i 

Val Leu Gly Pro Leu 
5 



(2) INFORMATION FOR SEQ ID NO: 4 95: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 47 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(Di DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig^peptide 

(B) LOCATION: -42. .-1 

<C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.2 

seq LLFDLVCHEFCQS/DD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 495: 



let His lie Leu Gin Leu Leu Thr Thr Val Asd Ar,o Gly lie Gin Ala 
-<° "35 * " -30 
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lie Val His Cys Pro Asp Thr Gly Lys Asp lie Trp Asa Leu Lea Phe 
-25 -20 -is 

Asp Leu Val Cys His Glu Phe Cys Gin Ser Asp Asp Pro Ala Arg 
-10 -5 i c 



(2) INFORMATION FOR SEQ ID NO: 496: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 1C2 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
. (D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -43.. -1 

(C) IDENTIFICATION METHOD: Von Hei^ne matrix 

(D) OTHER INFORMATION: score 5.2 

ssq PMQLLQVLSDVLA/EI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 496: 



Met Ser Asp Gin He Lys Phe He Met Asp Ser Leu Asn Lys G 1 u Pro 
"40 -35 -30 

Phe Arg Lys Asn Tyr Asn Leu He Thr Phe Xaa Ser Leu Glu P^o Met 
-25 -20 -is 

Gir. Leu Leu Gin Val Leu Ser Asp Val Leu Ala G\>,: He Asp Pro Lvs 
-10 -5 i 5 

Gin Leu Val Asp lie Arg Glu Glu Met Pro Glu Gin Thr Ala Lvs Arg 
10 15 20 

Met Leu Ser Leu Leu Gly He Leu Lys Tyr Lys Pro Ser Gly Asn Ala 
25 30 35 

Thr Asp Met Ser Thr Phe Arg Gin Gly Leu Val lie Gly Ser Lvs Pro 
40 45 50 

Val lie Tyr Pro Val Leu 
55 ' 



(2) INFORMATION FOR SEQ ID NO: 497: 

■i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 93 amino acids 

(B) TYPE: AMINO ACID 
(D> TOPOLOGY: LINEAR 
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<ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(0) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_pe?tide 

(B) LOCATION: -79.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq I IHAXGLVRECLA/XT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 497: 



Met Ala Thr Ser Ser Gin Xaa Arg Gin Leu Leu Ser Asp Tyr Gly Pro 
" 75 -70 -65 

Pro Ser Leu Giy Tyr Thr Gin Giy Thr Gly ;? Asn Ser Gin Xaa Pro Gin 
■ -55 -50 

Ser Lys Tyr Ala Glu Leu Leu Ala He He Xaa Glu Leu Giy Lys Glu 
-45 -40 -35 

lie Arg Pro Met Tyr Ala Gly Ser Lys Ser Ala Glu Arq Leu Lvs 

- 30 -25 y 

Arg Gly He He His Ala Xaa Gly Leu Val Arg Glu Cys Leu Ala Xaa 
-15 -10 -s i 

Thr Glu Arg Met Pro Asp Pro Ser Cys Leu Val Gly Phe 
5 10 



(2) INFORMATION FOR SEQ ID NO: 4 98: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 5 9 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -15 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
i'C) OTHER INFORMATION: score 4.5 

seq LLGAAAVAALGRG/RA 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 43>3 
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Met Arg Leu Leu Gly Ala Ala Ala Val Ala Ala Leu Gly Arq Glv Ara 
-15 -10 . - 5 * I 

Ala Pro Ala Ser Leu Gly Trp Gin Arg Lys Gin Val Asn Trp Lys Ala 
5 10 15 

Cys Arg Trp Ser Ser Ser Gly Val lie Pro Asn Giu Lys lie A-g Asn 
20 25 30 

lie Gly He Ser Ala His He Asp Ser Gly Lys 
3.5 -40 



(2) INFORMATION FOR SEQ ID NO: 499: 

(i) SEQUENCE CHARACTERISTICS ; 

(A) LENGTH: 51 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 

(B) LOCATION: -16.. -1 

<C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 4.5 

seq RLLLRRTLASVIS/RK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4 99: 



Met Ala Gin Arrj Leu Leu Leu Arg Arg Phe Leu Ala Ser Val Ser 
-15 -10 _5 

Arg Lys Pro S-r Gin Gly Gin Trp Pro Pro Leu Tr.r Ser Arg Ala Leu 
15 10 15 

Gin Tnr Pro Gin Cys Ser Pro Gly Gly Leu Thr V.t 1. Thr Pro Asn Pro 
20 25 30 

Ala Pro Gly 
35 



(2i IN FORMATION FOR SEQ ID NO: 500: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 32 amino acids 
(B; TYPE: AMINO ACID 
(Si TOPOLOGY: LINEAR 

(ii) MOLEC'JLE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TO'SSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -16. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 4.4 

seq LNSLSALAELAVG/SR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 500: 



Met Phe Arg Leu Asn Ser Leu Ser Ala Leu Ala Glu Leu Ala Val Gly 

-15 -10 -5 

Ser Arg Trp Tyr His Gly Gly Ser Gin Pro He Gin He Arg Leu Ala 
1 5 10 ' 15 



(2) INFORMATION FOR SEQ ID NO: 501: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 90 amino acids 
- (B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
( F ) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_pe?tide 

(B) LOCATION: -61.. -1 

(C> IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 3.9 

seq YTAVSVLAGPRWA/DP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 501: 



Met Ser Gly Ser Asn Gly Ser Lys Glu Asn Ser His Asn Lys Ala Arg 

-60 -55 " -50 

Thr Ser Pro Tyr Pro Gly Ser Lys Val Glu Arg Ser Gin Val Pro Asn 

-45 -40 -35 -30 

Glu Lys Val Gly Trp Leu Val Glu Trp Gin Asp Tyr Lys Pro Val Glu 

-2b -20 * -15 

Tyr Thr Ala Vai Ser Val Leu Ala Gly Pro Arg Tl-j Ala Aso Pro Gin 

-V:> -5 ' 1 

lie Ser Glu 3^r Asn Phe Ser Pro Lys Phe Asn Glu Lvs Aso Gly His 

5 10 15 
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al Glu Arg Lys Ser Lys Asn Gly Leu Tyr 
20 -25 



2)- INFORMATION FOR SEQ ID NO: 502: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 21 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY: sig^peptide 

(B) LOCATION : -16.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 3.5 

seq TLMFSLTAQWXTS/RS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 502: 



t Arg Thr Thr Leu Met Phe Ser Leu Thr Ala Gin Trp Xaa Thr Ser 
-15 -10 -5 

g Ser Ser Phe Gin 

1 5 



INFORMATION FOR SEQ ID NO: 503: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 104 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) tXOLECULE TYPE: PROTEIN 

{vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ixi FEATURE: 

(A) NAME/KEY: sig_peotide 
(3) LOCATION: -25.. -1 

(C) IDENTIFICATION METHOD: Von Hei}ne matrix 

(D) OTHER INFORMATION: score 14.1 

seq LTLLLLLTLLAFA/GY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5C3: 
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Met Ser Asp Leu Leu Leu Leu Gly Leu lie Gly Giv Leu Th" Leu Leu 
-25 -20 -15 -10 

Leu Leu Leu Thr Leu Leu Ala Phe Ala Gly Tyr Ser Gly Leu Leu Ala 
-5 1 5 

Gly Val Giu Val Ser Ala Gly Ser Pro Pro He Arg Asn Val Thr Val 
10 15 20 

Ala Tyr Lys Phe His Met Gly Leu Tvr Gly Glu Thr Gly Arg Leu Phe 
25- 3C 35 

Thr Glu Ser Cys Ser He Ser Pro Lys Leu Arg Ser He Ala Val Tyr 
40 45 50 55 

Tyr Asp Asn Pro His Met Val Pro Pro Asp Lys Cys Arg Cys Ala Val 
60 65 70 

Gly Ser He Leu Ser Glu Gly Glu 
75 



[2) INFORMATION FOR SEQ ID NO: 504 : * 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 78 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D TISSUE TYPE: Dystrophic muscl- 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -32.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 11.4 

seq LWSLALWLPLALS/VS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 504: 



Met Glu Gly Thr Glu Met Gly Ala Arg Pro Gly G:v His Pro Xaa Lys 
-30 -25 -20 

Trp Ser Phe Leu Trp Ser Leu Ala Leu Trp Leu Pro Leu Ala Leu Ser 
-15 -10 -5 

Val Ser Leu Phe Leu Gly Leu Ser Leu Ser Pro Pro Gin Pro Gly Leu 
15 10 15 

Ser Leu Trp :.:ys Thr Leu Ser Tyr Cys Cys Glu Gin Trp Lys Phe Lys 
20 25 30 

Z-ly Tnr Prr- :.**r Pro Ala L~u Leu Asn Leu Gly T - Arg Gly 
3S 40 45 
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(2) INFORMATION FOR SEQ ID NO: 505-; 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 86 amino acids 
(Bh TYPE: AMINO ACID 
(D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

<vi; ORIGINAL SOURCE: 

.(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(i;<) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -55.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 11.2 

seq LLt'ALGSLGLI FA/LI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 505: 



Met Xaa Phe Leu Arg Lys Val Xaa Ser He Leu Ser Leu Gin Val Leu 
~ 55 -50 -45 

Leu Thr Thr Val Thr Ser Thr Val Phe Leu Tyr Phe Glu Ser Val Arg 
~ 35 "30 -25 

Thr Phe Val Xaa Glu Ser Pro Ala Leu He Leu Leu Phe Ala Leu Glv 
"20 -15 _xo 

Ser Leu Giy Leu He Phe Ala Leu He Leu Asr, Xaa His Lvs Tvr Pro 
-5 i 

Leu Asn Leu Tyr Leu Leu Phe Gly Phe Thr Leu L*u Xaa Ala Leu Thr 

25 



10 15 20 

r'al Ala Val Val Val Thr 
30 



(2) INFORMATION FOR SEQ ID NO: 506: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 45 amino acids 
<B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

l A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Muscle 

<:.:■:) FEATURE: 

(A; NAME/KEY: sig^peccide 
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(B) LOCATION: -33 . .-1 

(C) IDENTIFICATION METHOD: Von Keijne matrix 

(D) OTHER INFORMATION : • score 10. : 

seq MLLLL-LLGSGQG/PQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 506: 



Met Ala Ala Thr Leu Gly Pro Leu Gly Ser Trp Gin Gin Trp Arg Arg 
-35 -30 -25 

Cys Leu Ser Ala Arg Asp Gly Ser Arg Met Leu Leu Leu Leu Leu Leu 

-20 -15 -io 

Leu Gly Ser Gly Gin Gly Pro Gin Gin Val Gly Aia Gly 

-5 1 5 



(2) INFORMATION FOR SEQ ID NO: 507: 

(ij SEQUENCE CHARACTERISTICS: 

. (A) LENGTH: 53 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -41. .-1 

(C) IDENTIFICATION .METHOD : Von Heijne natfix 

(D) OTHER INFORMATION: score 9.9 

seq ILPFLLFPFPVNA/R3 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 507: 



Met Ser Ser Trp Met Tyr Leu Gly Tyr Pro lie Val Thr Ser Asn Th- 

-40 -35 -30 

Thr Cys Leu Lys Leu lie Ser Ser Ser Phe Pro Gin He Leu Pro Phe 

"25 -20 -15 -io 

Leu Leu Phe Pro Phe Pro Val Asn Ala Arc Ser H-i Xaa Val Ala Gin 

-5 15' 



:hr Lys Ser Pre Arg 
10 



(2) INFORMATION FOR SEQ ID NO: 508: 

ii) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 38 amino acids 
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(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(-F) TISSUE TYPE: Dystrophic muscle 



(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -21.. -1 

(C) IDENTIFICATION METHOD: Von Heime matrix 

(D) OTHER INFORMATION; score 9.7 

seq QLCLLLLPSCSLS/V5 

Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 5 ^ : 



Met Ala Pro Gly Val He He lie Gin Leu Cys Leu Leu Leu Leu Pro 
-20 -15 -10 

Ser Cys Ser Leu Ser Val Ser Gly Cys Ser Cys Pro Ser Ala Cys Phe 
-5 1 5 10 

Ser Thr Thr Ser Arg Glu 
15 . 



(2) INFORMATION FOR SEQ ID NO: 509: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 110 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

<D> DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -93. ".-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 9.6 

seq LS LSLG ASAP VQC / QQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 509: . 



Met Arg His Gly Phe He Gin Gin Gin Phe Ser Leu Thr Ala Phe Ser 

-90 -85 -80 

Xaa Xaa Xaa Xaa He Phe Thr Leu Xaa Xaa Leu Ser Gin Leu Leu Ser 

-75 -70 -65 

Ser Ala Ala Pro Lys His Thr Ala Ala Pro Thr Ala Leu Pro Cvs Leu 
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-60 -55 -50 

Gin Gly Gin Gin Leu Asn Ser Leu Ser Leu Gly Thr Ser Glu Leu Ser 
-45 -40 -35 -30 

Cys Val Leu Ala Ser Ser Cys Leu Ser Thr Lys Thr Asp Pro Ser Glv 
-25 " -20 -15 

Leu Ser Leu Ser Leu Gly Ala Ser Ala Pro Val Glr. Cys Gin Gin Asp 
-10 -5 1 

Asn Tyr Thr Phe Cys Xaa Gin Tyr Trp Leu Arg Ala Arg His 
5 10 "is 



{2) INFORMATION FOR SEQ ID NO: 510: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 77 amino acids 

(B) TYPE : AMINO ACID 
(Dj TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

. (A) ORGANISM: Homo Sapiens 
(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -41.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
{ D) OTHER INFORMATION: score 9.5 

sea LIIFLSFLPFINS/SF 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 510: 



Met Phe Gin Asn He Gin Lys Cys Leu Asn Val Pro Phe Val Arg Gly 

-40 -35 -30 

Tyr His Val Phe Tyr He Asn Leu Asn Ala Val lie Leu He He Phe 
-25 -20 -15 -10 

Leu Ser Phe Leu Pro Phe He Asn Ser Ser Phe Val Tyr Lys Thr Asn 
-5 1 5 

Pro Leu Tyr Asp Ala He Ser Asn Tyr Val Phe So: Phe Arg Tyr Pro 

10 15 20 

Asn Leu Xaa Xaa Phe Ala Leu Aso Val Arg Leu Val Phe 

25 30 " ,1 



(2; INFORMATION FOR SEQ ID NO: 511: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 27 anino acids 
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(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{ F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(B> LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 9.2 

seq FFVLALFLSGSLA/LF 

(xi) , SEQUENCE DESCRIPTION: SEQ ID NO: 511: 



Met Ser Leu Ser Gin Arg Gly Phe Pro Val Leu Ala Leu Phe Leu Ser 
-20 -15 -10 -5 

Gly Ser Leu Ala Leu Phe His His Thr Ser Gly 
1 5 " 



(2) INFORMATION FOR SEQ ID NO: 512: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 70 amino acids 
■(B) TYPE: AMINO ACID 
( D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal - 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -29.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.9 

seq ALLIVCDVPSASA/QR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 512: 



Met Ala Ala Arg Trp Arg Phe Trp Cys Val Ser Val Thr Met Val Val 

-25 -20 -15 

Ala Lou Leu lie Val Cys Asc Val Pro Ser Ala i:»r Ala Gin Arg Lys 

-1C -5 1 

Lys Glu Met Val Leu Ser Glu Lys Val Ser Gin Lc.u Met Giu Trp Thr 

5 10 15 
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Asn Lys Arg Pro Val lie Arg Met Asn Gly Asp Lys Phe Arg Arg Leu 
20 25 30 35 

Val Lys Xaa Pro Pro Arg 
MO 



(2) INFORMATION FOR SEQ ID NO: 513: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 46 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE : Fecal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -32.. -1 

... (C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 8.8 

seq VPMLLLIVGGSFG/LR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 513: 



Met Phe- Ala Pro Ala Val Met Arg Ala Phe Arg Lvs Asn Lys T h >- Leu 
"30 -25 -20 

Gly Tyr Gly Val Pro Met Leu Leu Leu lie Val Gly Gly Ser ?ha Gly 



Leu Arg Giu Phe Ser Xaa lie Arg Tyr Asp Ala Val Lys Gly 
1 5 io 



(2) INFORMATION FOR SEQ ID NO: 514: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH; 103 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -37.. -1 

(C) IDENTIFICATION METHOD: Von Heij 
{DJ OTHER INFORMATION: score 8.5 
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seq LLVLL1YAPVGFC/LL 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 514: 



Met Giu Leu Pro Ser Gly Pro Gly Pro Glu Arg Leu Phe Asp Ser His 
-35 -30 -25 

Arg Leu Pro Gly Asp Cys Phe Leu Leu Leu Val Leu Leu Leu Tvr Ala 
-20 -15 - 10 

Pro Val Gly Phe Cys Leu Leu Val Leu Xaa Leu- Pne Leu Gly lie His 
-5-1 5 io 

Vai Phe Leu Val Ser Cys Ala Leu Pro Asp Ser Val Leu Arg Arg Phe 
* 15 20 25 

Val Val Arg Thr Met Cys Ala Val Leu Glv Leu Val Ala Arg Gin Glu 
30 35 40- 

Asp Ser Gly Leu Arg Asp- His Ser Val Arg Val Leu lie Ser Asn His 



Val Thr Pro Phe Asp His Gin 
60 65 



(2) INFORMATION FOR SEQ ID NO: 515: 

{i} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 92 amino acids 
{3} TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE : PROTEIN 

'vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -90.. -1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION: score 8.4 

seq SLVLLTVTPSXRQ/QE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 515: 



Met Ala Gin Ser Gin Gly Trp Val Xaa Arg Tyr Xaa Lys Ala Phe Cys 

* 90 -85 -30 -75 

Lys Giy Phe Phe Val Ala Val Pro Val Ala Val Tr.r Phe Leu Asp Arq 

" 7 0 -65 -50 

V*l Ala Cys Val Ala Arg Val Glu Giy Ala Ser Met Gin Pro Ser Leu 

-55 -so 
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Asn Pro Gly Giy Ser Xaa Ser Ser Asp Val Val Xaa Xaa Asn His Trp 
-40 -35 -30 

Lys Val Arg Asn Phe Glu Val His Arg Gly Asp lie Val Ser Leu Val 
-25 -20 -is 

Leu Leu Thr Val Thr Pro Ser Xaa Arg Gin Gin Glu 
-10- -5 i 



(2) INFORMATION FOR SEQ ID NO: 516: 

(i) SEQUENCE CHARACTERISTICS: 

(A)' LENGTH: 85 amino acids 

<B) TYPE: AMINO ACID 

(D) TOPOLOGY: LINEAR . . 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM; Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fecal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_pe?tide 

(B) LOCATION: -23.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8.1 

seq WLLVLS FVFGCNV/LR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 516: 



Met Ser Ser Ala Ala Ala Asp His Trp Ala Trp Leu Leu Val Leu Ser 
-20 -15 .10 

Phe Val Phe Gly Cys Asn Val Leu Arg lie Leu Xaa Pro Xaa Xaa Xaa 
"5 1 5 

lie Xaa Xaa Val Gin Gly Ala Ala Glu Giy Arg Gly Xaa Glu Ser Gin 
10 15 20 25 

Met Arg Ala Glu lie Gin Asp Met Lys Gin Glu Leu Ser Thr Val Asn 
30 35 40 

Met Met Asp Glu Phe Ala Arg Tyr Ala Arg Leu Xaa Arg Lys lie Asn 
45 50 55 

Lys Met Thr Asp Lys 
60 



(2} INFORMATION FOR SEQ ID NO: 517: 

{i} SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 34 amino acids 
[3) TYPE: AMINO ACID 
w) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: PROTEIN 

{vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

FEATURE: 
(A) NAME /KEY : sig_peptide 
{ B) LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 8 

seq HVFFLLLLAHI IA/LE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 517: 



Met Asn Leu Phe Lys Thr Asn His Val Phe Phe Leu Leu Leu Leu Ala 
-20 -15 -io -s 



Kis lie lie Ala Leu Glu Ser lie Ala Trp Phe Thr Val Phe Tyr Phe 
1 5 10 

Gly Asn 



(2) INFORMATION FOR SEQ ID NO: 518: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 43 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscl- 

(ix) FEATURE : 

(A) NAME/KEY: sig^peptide 
(5) LOCATION: -24.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.9 

seq LLLPRVLLTMA5G/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 513: 



Met Pro Ala Leu Leu Pro Val Ala Ser Arg Leu Lej Leu Leu Pro Arg 
-20 -15 -10 

Val Leu Leu Thr Met Ala Ser Gly Ser Pro Pro Thr Gin Pro Ser Pro 
-3 1 5 

Ala Ser Asp Ser Gly Ser Glv Tyr Val Pro Gly 
1C 15 
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(2) INFORMATION FOR SEQ ID NO: 519: 

(i) SEQUENCE CHARACTERISTICS: 

(A) 'LENGTH: 96 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR ' 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

( F) TISSUE TYPE: kidney 

(ix) FEATURE : 

(A) NAME/ KEY : sig_peptide 
(3) LOCATION: -66. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.9 

seq LLLPRV1LTMASG/SP 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 519: 



Met lie Gly Ser Gly Leu Ala Gly Ser Gly Gly Ala Gly Glv Pro Ser 
-65 -60 -55 

Ser Thr Val Thr Trp Cys Ala Leu Phe Ser Asn His Val Ala Ala Thr 
"50 -45 -40 -35 

Gin Ala Ser Leu Leu Leu Ser Phe Val Trp Met Pro Ala Leu Leu Pro 
-30 -25 -20 

Val Ala Ser Arg Leu Leu Leu Leu Pro Arg Val Leu L*u °h~ M^t .Ala 
-15 -10 -s 

Ser Gly Ser Pro Pro Thr Gin Pro Ser Pro Ala Ser Aso Ser Gly S-- 
1 5 io " 

Gly Tyr Val Pro Gly Ser Val Ser Ala Ala Phe Val Thr Cys Pro A 



15 20 25 



(2) INFORMATION FOR SEQ ID NO: 520: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 104 amino acids 
(3) TYPE: AMINO ACID 
i D) TOPOLOGY: LINEAR 

(11} MOLECULE TYPE: PROTEIN 1 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

;D; DEVELOPMENTAL STAGE: Fetal 

IF- TISSUE TYPE: kidney 

(ix) FEATURE: 

{A; NAME /KEY : sig_peptide 



ys Pro Arc 
30 
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(B) LOCATION: -24 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : . score 7.9 

seq LLLPRVLLTMASG/SP 

(xi) SEQUENCE DESCRIPTION: SEQ 10 NO: 520: 
Met Pro Ala Leu Leu Pro Val Aia Ser Arg Leu L.<u Leu Leu *ro Arq 

~ 20 "15 : 10 

Val Leu Leu Thr Met Ala Ser Gly Ser Pro Pro Thr Glr. Pro Ser Pro 
-5 i 5 

Ala Ser Asp Ser Gly Ser Gly Tyr Val Pro Gly Ser Val Ser A la Ala 
10 15 20 

Phe Val Thr Cys Pro Asn Glu Lys Val Ala Lys Glu lie Ala Arg Ala 
25 30 35 4 o 

Val Val Glu Lys Arg Leu Ala Ala Cys Val Asn Leu lie Pro Gin lie 

4 S c.n 

Thr Ser lie Tyr Glu Trp Lys Gly Xaa He Glu Glu Asp Ser Glu Vai 
60 65 70 

Leu Met Met He Lys Thr Gin Ala 
7 5 80 



(2) INFORMATION FOR SEQ ID NO: 521: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 121 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F> TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_Deptide 
(3) LOCATION: -92. ".-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.6 

seq FLLLT VALLAS YS / VH 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 521: 



Glu Ala Ser Trp Gly Ser Phe Asn Ala Glu A: j Gly Tro Ty- Val 
" 90 "35 -80 * 



Ser Val Gin Gin Pro Glu Glu Ala Glu Ala Glu Glj Leu S-- p-q L-u 
"75 -70 
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Leu Ser Asn Glu Leu His Arg Gin Arg Ser Pro Gly Val Ser Phe Glv 
- 6 <> -55 -50 -45 

Leu Ser Val Phe Asn Leu Met Asn Ala He Met Gly Ser Gly He Leu 
-40 -35 -30 

Gly Leu Ala Tyr Val Met Ala Asn Thr Gly Val Phe Gly Phe Ser Phe 
-25 -20 -is 

Leu Leu Leu Thr Val Ala Leu Leu Ala Ser Tyr S*:- Val His Leu Leu 
-10 -5 i 

Leu Ser Met Cys lie Gin Thr Ala Val Thr Ser Tvr Glu Asp Leu Glv 
5 10 15 ' ' 20 

Leu Phe Ala Phe Gly Leu- Pro Gly Leu 
25 



(2} INFORMATION FOR SEQ ID NO: 522: 

(ii SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 19 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION; -17.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 7.6 

seq FFLLLRFFLRIDG/V? 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 522: 



Met Pro Ser Ser Phe Phe Leu Leu Leu Arg Phe P:.- Leu Arg lie A 

Gly Val Pro 
1 



{2} INFORMATION FOR SEQ ID KO: 523: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 6 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii} MOLECULE TYPE: PROTEIN 



(vij ORIGINAL SOURCE: 
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(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

fix) FEATURE: 

(A) NAME/KEY.; sig_peptide 
(BJ LOCATION: -19.. -1 

(C) IDENTIFICATION METHOD: Von Hei^r.e matrix 

(D) OTHER INFORMATION: score 7.6 

seq FIVGIYFLSSCRA/EE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: S21: 



Met Lys Arg Thr His Leu Phe He Val Gly He Tyr Phe Leu Ser Ser 

-15 -10 -5 

Cys Arg Ala Giu Glu Gly Leu Asn Phe Pro Thr Tyr Asd Gly Lys Asd 

1 .5 lb 

Arg Val Val Ser Leu Ser Glu Lys Asn Phe Lys Gin Val Leu 

15 20 25 



(2) INFORMATION FOR SEQ ID NO: 52 4: 

(i) SEQUENCE CHARACTERISTICS: 

:A) LENGTH: 61 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Horr.o Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: - 2 3 /. - 1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 7.4 

seq VLLLAALPPVLLP/GA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 524: 



Met Gly Asp Lys He Trp Leu Pro Phe Pro Val Leu Leu Leu Ala Ala 
-20 -is -io 

Leu Pro Pro Val Leu Leu Pro Gly Ala Ala Gly Phe Thr Pro Se*- Leu 
-5 1 5 

Asp Ser Asp Phe Thr Phe Thr Leu Pro Ala Gly Gin Lys Glu Cys Phe 
10 15 20 25 

Tyr Gin Pro Met Pro Leu Xaa Ala Ser Leu GLu II- Giu 
30 35 
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(2) INFORMATION FOR SEQ ID NO: 525: 

(i) SEQUENCE CHARACTERISTICS! 

(A) LENGTH: 57 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(i.x) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION : -37.. -1 

(C) IDENTIFICATION METHOD: Von Henne matrix 

(D) OTHER INFORMATION: score 7.3 

seq LLSACLVTLWGLG/E? 

Cxi) SEQUENCE DESCRIPTION: SEQ ID NO: 525: 



Met Pro His Ser Ser Leu His Pro Ser lie Pro Cys Pro Arg Gly His 
-35 -30 -25 

Gly Ala Gin Lys Ala Ala Leu Val Leu Leu Ser Ala Cys Leu Val Thr 
-20 -15 -10 

Leu Trp Gly Leu Gly Glu Pro Pro Glu His Thr Leu Arg Tyr Leu Val 
-5 1 5 10 

Leu Xaa Leu Ala Ser Leu Gin Leu Gly 
15 20 



(2) INFORMATION FOR SEQ ID NO: 526: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 54 amino acids 
O) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE ; 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 



(ixl FEATURE: 

(A) NAME/KEY: siy_peptide 
(3) LOCATION: -29. . -1 

(C) IDENTIFICATION METHOD: Vcn Heijne matrix 

(D) OTHER INFORMATION : score 7.3 

seq HLLLLLLPAPTLK/GL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 526: 
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Met Gly Ala Trp Gly Arg Gly Trp Pro Trp Glu Giu Arg Gin Gly His 
"25 -20 -is 

His Leu Leu Leu Leu Leu Leu Pro Ala Pro Thr Le-j Lys Gly Leu Glv 
-10 - 5 i 

Ala Ala Gin Leu Pro Leu Cys Pro Ser Gly Gly Leu Ser Pro Leu L-u 
5 10 15 

Thr Leu Leu Gin Ser Gly 
20 25 



(2) INFORMATION FOR SEQ ID NO: 527: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 124 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii; MOLECULE- TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE : Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: "sig_peptide 

(B) LOCATION: -75.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
<D) OTHER INFORMATION: score 7.2 

seq LLFIIGLIGCCAT/IR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 527: 



Met Gly Gin Cys Gly He Thr Ser Ser Lys Thr Val Leu Val Ph- Leu 
-75 -70 . - -65 -60 

Asn Leu He Phe Trp Gly Ala Ala Gly He Leu Cys Tyr Val Gly Ala 
-55 -50 -45 

Tyr Val Phe lie Thr Tyr Asp Asp Tyr Asp His Phe Phe Glu Asp Val 
-40 -35 -30 

Tyr Thr Leu He Pro Ala Val Val He He Ala Val Arg Ala Leu Leu 
-25 -20 -is 

Phe lie lie Gly Leu He Gly Cys Cys Ala Thr I. -a Arg Glu Ser Arc 
-10 -5 i 5 

Cys Gly Leu Ala Thr Phe Val lie He Leu Leu Leu Val Phe Val Th- 
10 15 20 

Glu Val Val Val Val Val Leu Gly Tyr Val Tyr Arg Ala Lys Val Glu 
25 30 35 

As?. Giu Val Asp Arg Ser He Gin Lys Val Tvr Lys 
40 45 
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(2) INFORMATION FOR SEQ ID NO: 528: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 115 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi). ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
-(D) DEVELOPMENTAL STAGE: Fetal 
(F) TISSUE TYPE : kidney 

(ix} FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -65., -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

t n\ ATUCD TMrnDMnTTAM. 

seq IGHFLCLVILVYC/AE 
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 528: 



Met Pro Xaa Ala Phe Ser Val Ser Ser Phe Pro Val Ser lie Pro Ala 
-65 -60 -55 _ so 

Val Leu Thr Gin Thr Asp Trp Thr Glu Pro Trp Leu Met Gly Leu Ala 
-45 -4Q -35 

Thr Phe His Ala Leu Cys Val Leu Leu Thr Cys Leu Ser Ser Arg Se- 
-30 -25 -20 

Tyr Arg Leu Gin lie Giy His Phe Leu Cys Leu Val He Leu Val Tv- 
-15 -io _ 5 

Cys Ala Glu Tyr "He Asn Glu Ala Ala Ala Met As.r. Tro Arg Leu Phe 
1 5 10 * 15 

Ser Xaa Tyr Gin Tyr Phe Asp Ser Arg Gly Met Phe He Ser lie Val 
2 ° 25 30 

Phe Ser Ala Pro Leu Leu Val Asn Ala Met He lie Val Val Met Trp 
35 40 45 

Val Trp Lys 
50 



(2) INFORMATION FOR SEQ ID MO: 529: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 20 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY; LINEAR 

'ii' MOLECULE TYPE : PROTEIN 
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(vi) ORIGINAL SOURCE : 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -14.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6.7 

' seq LLLSLFFPLRISL/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 529: 



Met Leu Leu Leu Ser Leu Phe Phe Pro Leu Arg He Ser Leu Ser Pro 
-10 -5 l 

Ser Asn His Leu Trp Ser Ala Ser Ser Gly 

5 10 



(2) INFORMATION FOR SEQ ID NO; 530: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 60 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(D) DEVELOPMENTAL STAGE: Fetal 
"(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig^peptide 

(B) LOCATION: -23.* -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.6 

seq LILVLQLLLRIRR/NR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 530: 



Me- GIu Thr Gly Glu Arg Ala Arg Leu He Leu lie Leu Vai Leu Gin 

-20 - -15 -10 

Leu Leu Leu Arg lie Arg Arg Asn Arg Gin Gin Arg Cys Xaa Ala Ser 

-5 1 5 

Ser Ala Tnr Aia Pro Ser Ser His Gly Cys Aso .u Arg Gly Glv Lys 

10 15 20 * 25 

Leu Asn Phe Lys Thr Thr Pro Met Asp Ala Asp Ser Asp Vai Aia Leu 

30 35 O 

Asp Zle Leu lie Thr Asn Vai vai Cys Vai Phe Arc Thr Arg Cys Arg 
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(2) INFORMATION FOR SEQ ID NO: 531: 

<i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 56 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Feral 
( F) TISSUE TYPE: kidney 

(ix) FEATURE: 

"(A) NAME/KEY: sig_peptide 

(B) LOCATION: -41.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.4 

seq ILGCSSVCQLCTG/RQ 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 531: 



Met Cys Gly Xaa Xaa Phe Ser Leu Pro Cys Leu Arg Leu Phe Leu Val 
-40 -35 -30 

Val Thr Cys Tyr Xaa Leu Leu Leu Leu His Lys G"_\: lie Leu Gly Cys 
-25 -20 -15 ' -10 

Ser Ser Val Cys Gin Leu Cys Thr Gly Arg Gin He Asn Cys Arg Asn 
"5 I 5 

Leu Gly Leu Ser Ser lie Leu Arg lie Phe Leu Lys Val Gin Phe Phe 
10 15 ' 20 

Cys He 
25 



(2) INFORMATION FOR SEQ ID NO: 532: 

(i) SEQUENCE CHARACTERISTICS: 

I A) LENGTH: 119 amino acids 
{ B ) TYPE: AMINO ACID 
[ D) TOPOLOGY : LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 



(i:<) FEATURE: 

[A; NAME /KEY : sig_pepr lay 
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(B) LOCATION: -73.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION score 6.4 

seq ACCFLSAFSPTLT/KS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 532: 



Met Asa Pro Val Thr Glu Ser Pro Ser Cys Leu Phe Ser Pro Pro Ser 
-70 -65 -60 

Glu Ser Ala Leu Ala Ser Gin Leu Ala Leu Ser Ala Ser Cys Asd Gin 
-55 -50 -45 

Arg Ala Pro Phe Ser Leu Ala Gly Val Xaa Ser Xaa Xaa Pro Arg Leu 
-40 -35 -30 

Ala Ser Arg Gin Val Ala Pro Pro Phe Gly Ser Arg Ala Cys Cys Phe 
-25 -20 -15 -10 

Leu Ser Ala Phe Ser Pro Thr Leu Thr Lys Ser Ala Ala Ala Thr Ser 
-5 * 1 5 

Thr Ala His Thr Phe Leu Ala Asn Gin Leu Ser Cys Leu Phe Thr Lys 
10 15 : 20 

Cys Leu His Asn Asp. Tyr Ser Ser Ser Leu Arg Leu Thr Lys Lys Gin 
25 30 35 

Glu Lys Ser Thr Thr Pro Gin 
40 45 



(2) INFORMATION FOR SEQ ID NO: 533: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 30 amino acids 
(3) TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE : Dystrophic ir.usci-. 

(ix) FEATURE: 

{A) NAME/KEY: sig_peptide 

(B) LOCATION: -21.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 6.3 

seq LGLSVLLTAATVA/CV 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 533: 



Mei Ser Arg Ser Ser Lys Val Val Leu Gly Leu .'■■r Val Leu Leu Thr 
-20 -15 -10 

Ala Ala Thr Val Ala Gly Val His Val Lys Gin Gin Trp Asp 
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(2) INFORMATION FOR SEQ ID NO: 534: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 58 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -26.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
» — / ^ * 4.i»tvr^-irtiiuLN: score 6.3 

seq G VG LVTLLG LAVG / S Y 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: -534 : 



Met Gly lie Gin Thr Ser Pro Val Leu Leu Ala Ser Leu Glv Val Glv 
-25 -20 - 15 

Leu Val- Thr Leu Leu Gly Leu Ala Val Gly Ser Tvr Leu Vai Ara Ara 
-10 - 5 x ' | y 

Ser Arg Arg Pro Gin Val Thr Leu Leu Aso Pro Ser Glu Lys Tyr Leu 
10 15 20 

Leu Arg Leu Leu Asp Lys Thr Thr Pro G 5 y 
. 25 30 



(2) INFORMATION FOR SEQ ID NO: 535: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 58 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : ~ 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -51 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.2 

seq VLLL£.;.\XLVXXS/SP 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 535: 

Met Tyr Pro Ser Tyr Leu Leu lie Xaa Pro Pro lie Pro Ser Gin Phe 
-50 -45 -so 

Leu Lys Gin Cys Xaa Pro Pro Thr Leu Ser Asp Pro Phe Leu Pro Leu 
" 35 -30 -25 -20 

Ala Leu Arg Ser Leu Asp Val Leu Leu Leu Ser Ser Ala Xaa Leu Val 
-15 -10 - 5 

Xaa Xaa Ser Ser Pro Leu Glu Phe He Arg 
1 5 



(2) INFORMATION FOR SEQ ID NO: 536: 

(X) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 58 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

fix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -33.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 6.2 

seq ILLLXTFQTWCLR/IS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 536: 



Met Giu Gin Lys His Arg Xaa Glu Leu Glu Gin Leu Lys Leu Xaa Thr 
"30 -25* -20 

Lys Glu Asn Lys lie Leu Leu Leu Xaa Thr Phe Gin Thr Trp Cvs Leu 
-15 -io _ 5 

Arg lie Ser His Leu Gly Tyr Gin Lys His Xaa Arg Xaa Gly Cys Leu 
15 10 15 

Asp Xaa Arg Ser Ser Leu Cvs Cys Pro Trp 
20 - 25 



{2} INFORMATION FOR SEQ ID NO: 537: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 115 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 
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(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE : 

(A) ORGANISM : Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE; kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -23. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.9 

seq TLKFLTLLQKSNA/KR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 53": 



Met Met Thr Ala Pro Val Leu Ala Ala Gin Thr Leu Lys Phe Leu Thr 
-20 -15 -io 

Leu Leu Gin Lys Ser Asn Ala Lys Arg Xaa Asn Leu Aso Arg Leu His 
-5 1 5 

Asp Glu Leu Trp Tyr Asn Asp Pro Gly Gin Met Asn Aso Gly Pro Leu 
10 15 20 25 

Cys Lys Cys Ser Ala Lys Ala Arg Arg Thr Gly I In Arg His Ser lie 
30 35 40 

Tyr Pro Gly Glu Glu Ala He Lys Pro Cys Arg Pro Met Thr Asn Asn 
45 50 55 

Ala Gly Arg Leu Phe His Tyr Arg He Thr Val Ser Pro Pro Thr Asn 
60 65 70 

Phe Leu Thr Asp Arg Pro Thr Val He Glu Tyr Aso Aso His Glu Tyr 
75 30 95 

He Phe Glu 
90 



(2) INFORMATION FOR SEQ ID NO: 538: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 102 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A- ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

[") TISSUE TYPE: kidney 

(ix} FEATURE: 

(At NAME /KEY: sig_?eptide 
(3! LOCATION: -27.".-! 
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(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.9 

- seq ALALAXAPDLAQA/PL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 53L- : 



Met Asp Ser Ala Ala Cys Ala Ala Ala Ala Thr Pro Val Pro Ala Leu 
-25 . -20 -is 

Ala Leu Ala Xaa Ala Pro Asp Leu Ala Gin Ala Pro Leu Ala Leu Pro 
-10 - 5 ! 5 

Gly Leu Leu Ser Pro Ser Cys Leu Leu Ser Ser Gly Gin Glu Vai Asn 
10 15 20 

Gly Ser Glu Arg Gly Thr Cys Leu Trp Arg Pro T.- Leu Ser S-r Thr 
25 30 35 

Asn Asp Ser Pro Arg Gin Met Arg Lys Leu Val Asp Leu Ala Ala Glv 
40 45 50 

Gly Ala Thr Ala Ala Glu Val Thr Lys Ala Glu Ser Xaa Xaa H*s His 
55 60 ^ 

Pro Val Arg Leu Phe Trp 
70 75 



(2) INFORMATION FOR SEQ ID NO: 539: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 114 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGS: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -24 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.7 

seq ILGLLG1LGTLVA/ML 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5 3:*: 



Met Aia Ser Leu Gly Leu Gin Leu Val Gly Tyr lie Leu Gly Leu Leu 
"20 -is _ 10 

Gly Leu Leu Gly Thr Leu Val Ala Met Leu Leu Pro Ser Trp Lvs Th- 

1 5 



yr Val Gly Ala Ser He Val Thr Ala Val Gly Phe Ser Lys 
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10 15 20 

Gly Leu Trp Met Glu Cys Ala Thr Xaa Ser Thr Gly He Thr Gin Cys 
25 30 35 40 

Asp He Tyr Ser Thr Leu Leu Gly Leu Pro Ala Asp He Gin Ala Ala 
45 50 55 

Gin Ala Met Met Val Thr Ser Ser Ala lie Ser Ser Leu Ala Cys He 
60 65 70 

lie Ser Val Val Gly Met Arg Cys Thr Val Phe Cys Gin Glu Ser Arg 
*?5 80 85 

Ala Arg 
90 



(2) INFORMATION FOR SEQ ID NO: 540: 



(A) LENGTH: 55 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

<vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -24.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 5.7 

seq ILGLLGLLGTLVA/ML 

Ui) SEQUENCE DESCRIPTION: SEQ ID NO: 540: 



Met Ala Ser Leu Gly Leu Gin Leu Val Gly Tyr lie Leu Gly Leu Leu 
-20 -15 -io 

Gly Leu Leu Gly Thr Leu Val Ala Met Leu Leu Pro Ser Trp Lys Th- 
-5 1 5 

Ser Ser Tyr Val Gly Ala Ser lie Val Thr Ala Val Gly Phe Ser Lys 
10 15 20 

Gly Leu Trp Met Glu Cys Ala 
25 30 



(2) INFORMATION FOR SEQ ID NO; 54 1: 



U) SEQUENCE CHARACTERISTICS: 

[A; LENGTH: 42 amino acids 
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(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix> FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -18.. -1 

(C) IDENTIFICATION METHOD: Von Heiip.e matrix 

(D) OTHER INFORMATION : score 5.6 

seq LLCECLLLVAGYA/HD 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 54 1: 

Mec Leu Cys Ser Leu Leu Leu Cys Glu Cys Leu L" : Leu Val Ala Gly 

Tyr Ala His Asp Asp *sp Trp lie Asp Pro Thr Asp Met Leu Asa Tyr 
1 5 10 

Asp Ala Ala Ser Gly Thr Met Arg Lvs Ser 
15 20 

(2) INFORMATION FOR SEQ ID NO: 54 2: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 amino acids 
(3) TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(5) LOCATION: -22.*,-! 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.5 

seq LWYVCPCPSGAWM/VP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 542: 



Xet Ala Ser Arg Leu Cys Gly Gly Ala Leu Trp Tyr Val Cys Pro Cys 
-20 -is * _ 1Q 

?ro Ser Gly Ala Trp Met Val Pro Gly 
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(2) INFORMATION FOR SEQ 10 NO: 54 3.: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH : 63 amino acids 

(B) TYPE : AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_oeDtide 

(B) LOCATION: -23. -1 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.5 • 

seq LGYLVLSEGAVLA/SS 

(xi) SEQUENCE DESCRIPTION: SEQ 10 NO: 54 3: 



Met The Ser Ala Leu Thr Gin Gly Leu Glu Arg lie Pro Asp dn Leu 
- 25 -20 -15 

Gly Tyr Leu Val Leu Ser Glu Gly Ala Val Leu Ala Ser Ser Gly Asp 



Leu Glu Asn Asp Glu Gin Ala Xaa Ser Ala lie Ser Glu Leu Val Ser 
5 10 15 20 

Thr Ala Cys Gly ?he Arg Leu His Arg Gly Met A-n Va 1 Pro A*-g 
25 30 35 



(2) INFORMATION FOR SEQ ID NO: 54 4: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 77 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(DJ DEVELOPMENTAL STAGE: Fetai 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -42.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 
(0) OTHER INFORMATION: score 5.< 

seq ITGVI _ LAVCO.'G/KV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 514: 
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Met Ala Ser Pro Ser Arg Arg Leu Gin Thr Lys Pro Val lie Thr Cys 

-40 -35 -30 

Phe Lys Ser Val Leu Leu lie Xaa Thr Xaa He Xaa Trp He Thr Gly 

-25 -20 -15 

Val He Leu Leu Ala Val Gly He Trp Gly Lys Val Ser Leu Glu Asn 

-10 -5 1 - 5 

Tyr Phe Xaa Leu Leu Asn Glu Lys Ala Thr Asn Val Pro Phe Xaa Leu 

10 15 20 

He Ala Thr Gly Thr Val Xaa He Leu Leu Gly Tvr Arg 

25 30 " 35 



(2) INFORMATION FOR SEQ ID NO: 54 5: 

(1) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: Si amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig^peptide 
(3) LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD: Von Heljr.e matrix 

(D) OTHER INFORMATION: score 5.3 

seq VLLGSGLTILSQP/LM 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5=55: 



Met Ala Asp Ala Ala Ser Gin Val Leu Leu Gly Ser Gly Leu Thr He 
-20 -15 -10 -5 

Leu Ser Gin Pro Leu Met Tyr Val Lys Val Leu He Gin Val Gly Tyr 
1 5 10 

Glu Pro Leu Pro Pro Thr lie Gly Arg Asn He Phe Gly Arg Gin Val 
15 20 25 

Xaa Xaa Leu Pro Xaa Leu Phe Ser Tyr Ala Gin His Gly 
30 35 40 



(2} IM FORMATION FOR SEQ ID NO: 546: 

(il SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 31 amino acids 
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<B) TYPE: AMINO ACID 
(0) TOPOLOGY: LINEAR 

(ii.) MOLECULE TYPE : PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -20. . -i 

(C) " IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5.3 

seq ALIFGCFISLIGA/AF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 546: 



Met Ser Arg Asn Leu Arg Thr Ala Leu He Phe Giv Gly Phe lie Ser 

-20 -15 -10 ' -5 

Leu lie Gly Ala Ala Phe Tyr Pro He Tyr Phe Arg Pro His Gly 

1 5 10 ' 



(2) INFORMATION FOR SEQ ID NO: 54 7: 

{ij SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 23 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

{ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F> TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sigpeptide 

(B) LOCATION: -17.. -1 

<C) IDENTIFICATION METHOD: Von Heijne matrix 
(D) OTHER INFORMATION: score 5.1 

seq LWCFHLWLSLYS/SV 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5^7: 



Met Pro His Gly Leu Trp Cys Phe His Leu Val Val Leu Ser Leu Tyr 
-15 -10 -5 

Ser Ser Val Ala Thr Aia Arg 
1 5 



(2) INFORMATION FOR SEQ ID NO: 548: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 35 amino acids 

(B) TYPE: AMINO ACID . 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{ F) TISSUE TYPE: kidney 

<ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -14. ..-1 

<C) IDENTIFICATION METHOD: Von H---:jne matrix 
(D) OTHER INFORMATION: score 5 

seq SLVAVFLSCGLIS/KN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 548: 



Me- Ser Leu Val Ala Val Phe Leu Ser Cys Gly Leu lie Ser Lys Asn 
-10 -5 *: 

His Met Leu Leu Asn Leu Pro Gly lie Leu lie Pro His Asn Ala Asn 
5 10 15 

His Leu Leu 
20 



(2) INFORMATION FOR SEQ ID NO: 54-9: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 42 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -24.. -I 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 5 

seq GALA7 'JAVPVVLS/AM 

(xi) SEQUENCE DESCRIPTION: SEQ ID MO: 54 9: 



Met Met Lys Arg Ala Ala Ala Ala Ala Val Glv Gly Ala Leu Ala Val 
-20 -15 " -10 

Giy Ala Val Pro Val Val Leu Ser Ala Met Gly Phe Thr Gly Ala Gly 
-5 15' 
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lie Ala Ala Ser Ser He Ala Ala His Gly 
10 15 



(2) INFORMATION FOR SEQ ID NO: 550: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 137 amino acids 
{3} TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /'KEY: sig_peptide 

(B) LOCATION : -91. . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.9 

seq LISFSWFANYIRA/GT 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 550: 



Met Ala Val. .lie Val Asp Lys Pro Trp Phe Tyr Aop Met Lys Lys Val 

-30 * -75 -70 

Trp Glu Gly Tyr Pro He Gin Ser Thr He Pro Ser Gin Tvr Trp Tyr 

-65 -60 -55 " -50 

Tyr Met He Glu Leu Ser Phe Tyr Trp Ser Leu Leu Phe Ser lie Ala 

-45 -40 -35 

Ser Asp Val Lys Arg Lys Asp Phe Lys Glu Gin lie He His His Val 

-30 -25 -20 

Ala Thr lie He Leu He Ser Phe Ser Trp Phe Ala Asn Tyr He Arg 

-15 -10 -5 

Ala Gly Thr Leu He Met Ala Leu His Asp Ser Ser Asp Tvr Leu Leu 

1 5 10 * " 15 

Glu Ser Ala Lys Met Phe Asn Tyr Ala Gly Trp Lys Asn Thr Cys Asn 

20 25 30 

Asn lie Phe Thr Val Phe Ala He Val Phe He He Thr Arg Leu Val 

35 40 45 

He Leu Pro Phe Trp lie Leu His Cys 

50 55 



(2) INFORMATION FOR SEQ ID NO: 551: 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 78 amino acids 

(B) TYPE: AMINO ACID - 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{?) TISSUE TYPE: kidney 

■ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) ~ LOCATION: -16. .-1 

(CJ IDENTIFICATION METHOD: Von Heijne matrix 
(DJ OTHER INFORMATION: score 4.6 

seq SLFIYIFLTCSNT/SP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 551: 



Me- lie lie Ser Leu Phe He' Tyr lie Phe Leu Thr Cys Ser Asn Thr 
-15 -10 _ 5 

Ser Pro Ser Tyr Gin Gly Thr Gin Leu Gly Leu Gly Leu Pro Se- Ala 
1 5 10 is 

Gin Trp Trp Pro Leu Thr Gly Arg Arg Met Gin Cys Cys Arg Leu Phe 
20 25 30 

Cys Phe Leu Leu Gin Asn Cys Leu Phe Pro Phe Fro Leu His Leu He 
35- 40 45 

Gin His As? Pro Cys Glu Leu Val Leu Thr He Ser Gly Thr 

50 55 60 



(2) INFORMATION FOR SEQ ID NO: 552: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 8 6 amino acids 
(3) TYPE: AMINO ACID 
{0} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig__peptide 

(B) LOCATION: -32.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.7 

seq LQMLLG FVGRS KS/GL 

(xi; SEQUENCE DESCRIPTION: SEQ ID NO: 552: 
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Met Ala Ala Glu Leu Val Giu Ala Lys Asn Met Val Met Ser Phe Arg 
-30 -25 -20 

Val Ser Asp Leu Gin Met Leu Leu Gly Phe Val Gly Arg Ser Lvs Ser 
-15 -10 -5 

Gly Leu Lys His Glu Lee Val Thr Arg Ala Leu Glr. Leu Val Gin Phe 
1 5 10 15 

Asp Cys Ser Pro Glu Leu Phe Lys Lys He Lys Glu Leu Tyr Glu Thr 
20 25 30 

Arg Tyr Ala Lys Lys Asn Ser Glu Pro Ala Pro Gin Pro His Arg Pro 
35 40 45 

Leu Asp Pro Leu Thr Gly 
50 



[2) INFORMATION FOR SEQ ID NO: 553: 

(ij SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 67 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE : kidney 

(ix) FEATURE: 

(A) NAME /KEY : sigjpeptide 

(B) LOCATION: -60.. -1 

(C) IDENTIFICATION METHOD; Von Heijne matrix' 

(D) OTHER INFORMATION: score 4.7 

seq VHALCPLSPLVTT/GC 

SEQUENCE DESCRIPTION: SEQ ID NO: 55 3: 



Me- Thr Gly Leu Ser Met Xaa Gly Gly Gly Ser Xaa Xaa Gly Aso Val 

-60 * -55 -50 * -45 

Xaa Pro Xaa Tyr Tyr Gly Lys Xaa Gly Pro Leu Arq Xaa Leu Pro Glu 
-40 -35 -30 

Pro Ser Gly Pro Leu Pro Pro Ser Ser Gly Leu Ser Gin Pro Gin Val 
-25 -20 -15 

His Ala Leu Cys Pro Leu Ser Pro Leu Val Thr Thr Gly Cys Cys Gly 
-10 .-5 1 
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(2) INFORMATION FOR SEQ ID NO: 554-: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 33 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{ F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/ KEY : sig_peptide 

(B) - LOCATION : -31 . .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.6 

seq G LLGX G LX XX 5 L T / AG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 554: 



Met Gin Met Tyr Ser Arg Gin Leu Ala Ser Xaa Glu Trp Leu Thr lie 
-30 -25 -20 

Gin Giy Gly Leu Leu Gly Xaa Gly Leu Xaa Xaa Xaa Ser Leu Thr Ala 
-15 -10 -5 1 

Gly . 



(2) INFORMATION FOR SEQ ID NO: 555: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 122 amino acids 
|B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE' TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(AJ NAME/KEY: sig_peptide 
(3) LOCATION: -54.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 4.3 

seq LIVWLLVK3r3ES/CI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 55 5: 



Me" Ala So r Leu Glu Val Ser Arq Ser Pro Arg Arg Ser .Arg Arg Gl'j 
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Leu Glu Val Arg Ser Pro Arg Gin 
-35 

Thr Tvr Asn Glu Arg Glu Asa Leu 
-20 - -15 

Lys Ser Phe Ser Glu Ser Gly He 
-5 1 

Asd Gly Ser Pro Asp Gly Thr Arg 
15 

He Tyr Gly Ser Asp Arg He Leu 
30 

Glv Leu Gly Thr Ala Tyr He Xaa 
45 ■ 50 

Thr Ser Leu Leu Trp Xaa Leu lie 

60 65 



Asn Lys Tyr Sor Val Leu Leu Pro 
-30 -25 

Pro Leu He Val Trp Leu Leu Val 
-10 

Asn Tyr Glu He lie He lie Asp 

5 10 

Asp Val Ala Glu Gin Leu Glu Lys 
20 25 

Leu Arg Pro Arg Glu Lys Lvs Leu 
"35 40 

Xaa Met Lys His Ala Gin Glu Thr 
55 

Ser His 



(2) INFORMATION FOR SEQ ID NO: 556: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH-: 42 amino acids 

(B) TYPE: AMINO ACID 
( D} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(?) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -20.. -1 

(C) IDENTIFICATION METHOD : Von Heijne matrix 

(D) OTHER INFORMATION : score 4.3 

seq LLDSSLMASGTAS/RS 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 555: 



Met Asp Lys Asp Ser Gin Gly Leu Leu Asp Ser r Leu Me* Ala Ser 
-20 " " -15 -10 -5 

Gly Thr Ala Ser Arg Ser Glu Asp Glu Glu Ser Leu Ala Gly Gin Lys 
1 5 10 

Arg Ala Ser Ser Gin Ala Leu Gly Thr Gly 
15 20 



(2; INFORMATION FOR SEQ ID NO: 557: 
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(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 83 amino acids 

(B) TYPE: AMINO ACID J" 
{DJ TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: " 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{■?) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -36. .-1 

(C) IDENTIFICATION METHOD: Von He-;ne matrix 

(D) OTHER INFORMATION: score 4.2 

seq C LAVS W E AAGC HG / AG 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 557: 



Mec Gly Leu Leu 
-35 

His Asn Pro Asp 
-20 

Gly Cys His Gly 



Pro Trp Arg Pro 
15 

Ser Leu His Lys 
30 

Asp His Trp 
45 



Thr Phe Gly Tyr 
-30 

His His Ser Cys 
-15 

Ala Gly Thr Gin 
1 

Arg Pro Pro Cys 
20 

Girt Val lie Leu 
35 



lie Glu Xaa Xaa 
-25 

Leu Ala Val Ser 
-10 

Gin Ser Pro Leu 
5 

Val Gly Ser Leu 

Phe Gly Leu Lou 

•10 



Xaa Lys Thr Glu 



Trp Glu Ala Ala 
-5 

Gly Val Ala Gly 
10 

Leu Ala Ala Arg 
25 

Gly Phe Ala Tyr 



(2) INFORMATION FOR SEQ ID NO: 558: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 65 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -16.. -1 

(C) IDENTIFICATION METHOD: Von Heiine matrix 
(0) OTHER INFORMATION: score 4.1 

seq YAAVA3VLAGVES/RQ 
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(xi> SEQUENCE DESCRIPTION: SEQ ID NO: 558: 

Met Gly Leu Tyr Ala Ala Val Ala Gly Val Leu Ala Gly Val Glu Ser 
-15 -10 -5 

Arg Gin Gly Ser Asn Gin Gly Ala Gly Val Leu Gin Gin Leu Pro Glu 
1 5 10 15 

Arg Glu Xaa Ala Val Arg Ala Gly Val Arg Xaa Ala Ala Leu Leu Arg 
20 25 30 

Arg Ala Gly Xaa Arg Asp Leu Gin Arg Arg Pro Pro Gin Cys Glu Glu 
35 40 45 

Ala 



(2) INFORMATION FOR SEQ ID NO: 559: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 94 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -62 ..-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq LDAVIASAGLLRA/EK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 559: 



Met Gly Leu Tyr Ala Ala Ala Ala Gly Val Leu Ala Gly Val Glu Ser 
-60 -55 -50 

Arg Gin Gly Ser He Lys Gly Leu Val Tyr Ser Ser Asn Phe Gin Asn 

-45 -40 -35 

Vai Lys Gin Leu Tyr Ala Leu Val Cys Glu Thr Gin Arg Tyr Ser Ala 
-30 -25 -20 -15 

Vai Leu Asp Ala Val He Ala Ser Ala Gly Leu l v j Arg Ala Glu Lys 
-10 -5 1 

Lys Leu Arg Pro His Leu Ala Lys Val Leu Val Tyr Glu Leu Leu Leu 
5 10 15 



Gly Lys Gly Phe Arg Gly Gly Gly Gly Arg Trp Lys Ala Arg 
20 25 30 
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(2) INFORMATION FOR SEQ ID NO: 56a: 

" (i) SEQUENCE CHARACTERISTICS : 

.(A) LENGTH: 151 amino acids 
{3} TYPE: AMINO ACID 
{D} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(AJ ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

{A} NAME /KEY : sig_peptide 
(BJ LOCATION: -64.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4.1 

seq WLLRLAYLADI FT/KL 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 560: 



Met Gly Ala Gin His Thr Ala Leu Leu Leu Asn Thr Glu Val Arg Trp 
-60 -55 -50 

Leu Ser Arg Gly Lys Val Leu Val Arg Leu Phe Glu Leu Arg Arg Glu 
-45 -40 -35 

Leu Leu Val Phe Met Asp Ser Ala Phe Arg Leu Ser Asp Cys Leu Thr 
-30 -25 -20 

Asp. Ser Ser Trp Leu Leu Arg Leu Ala Tyr Leu Ala Asp lie Phe Thr 
-15 * -10 -5 

Lys Leu Asn Glu Val Asn Leu Ser Met Gin Gly Lys Asn Val Thr Val 
'l 5 .10 15 

?ne Thr Val Phe Asp Lys Met Ser Ser Leu Leu Arg Lys Leu Glu Phe 
20 25 30 

Trp Ala Ser Ser Val Glu Glu Glu Asn Phe Asp Cys Phe Pro Thr Leu 
35 40 " 45 

Ser Asp Phe Leu Thr Glu lie Asn Ser Thr Val Asp Lys Asp lie Cys 
50 55 60 

Ser Ala lie Val Gin His Leu Arg Gly Leu Arg Ala Thr Leu Leu Lys 
65 70 " 75 80 

Tyr Phe Pro Val Thr Asn Asp 
85 



INFORMATION FOR SEQ ID NO: 561: 
(i; SEQUENCE CHARACTERISTICS: 
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(A) LENGTH: 44 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

<ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
( F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME/KEY: sigjpeptide 

(B) LOCATION: -25. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 4 

seq LVVMVPLVGLIHL/GW 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO; 561: 



Met Ser Leu Arg Asn Leu Trp Arg Asp Tyr Lys V-l Leu Val Vai Met 
-25 -20 -15 -10 

Val Pro Leu Vai Gly Leu lie His Leu Gly Trp Tvr Arg lie Lys Ser 
-5 1 " 5 



Ser Pro Val Phe Gin lie Pro Lys Asn Asp Asn Hez 
10 15 



(2) INFORMATION FOR SEQ ID NO: 562: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 105 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi} ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY: sigjpeptide 

(B) LOCATION: -51.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 3.9 

seq GKLLQLVLGCAIS/CE 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 562: 



Mec Vai Leu Arg Ser Leu Val Glu Tyr Ser Gin Asp VaL Leu Ala His 
-50 -45 -CO 

Pro Val Ser Giu Glu His Leu Pro Asp Val Ser Leu lie Gly Glu Phe 

-35 -30 -25 -20 

Ser Asp Pro Ala Glu Leu Gly Lys Leu Leu Gin Leu Val Leu Gly Cys 
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Ala He Ser Cys Glu Lys Lys Gin Asp His lie Gin Arg He Met Thr 
1 5 10 

Leu Glu Glu Ser Val Gin His Val Val Met Glu Ala He Gin Glu Leu 
15 20 .25 

Met Thr Lys Asp Thr Pro Asp Ser Leu Ser Pro Glu Thr Tyr Gly Asn 
30 35 40 45 



Phe Asp Ser Gin Ser Arg Ser Thr Gly 
50 



(2) INFORMATION FOR SEQ ID NO: 563: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 16 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptice 
' (8) LOCATION: -13. .-1 

(C) IDENTIFICATION METHOD: Von Hei-ne matrix 

(D) OTHER INFORMATION: score 3.9 

seq MIHGFCLAPTTSA/KN 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 563: 



Met He His Gly Phe Cys Leu Ala Pro Thr Thr Ser Ala Lys Asn Ala 
-10 -5 1 



(2} INFORMATION FOR SEQ ID NO: 564: 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 26 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

[:) TISSUE TYPE: kidney 

(ix) FEATURE: 

IAJ NAME/KEY: sig_peptide 
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(B) LOCATION: -17.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : . score 3.7 

seq RTWCLACVEASPG/QP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 564: 



Met Xaa Cys Pro Arg Thr Trp Cys Leu Ala Cys Val Glu Ala Ser Pro 
-15 -10 -5 

Glv Gin Pro Phe Leu Pro Pro Arg Pro Gly 
1 5 



(2) INFORMATION FOR SEQ ID NO: 565: 

SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 67 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) - ORGANISM: Homo Sapiens 

(F) TISSUE TYPE: Dystrophic muscle 

(ix) FEATURE: 

(A) NAME /KEY: sig_peptide 
(3) LOCATION: -21.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq ETCALASHSGSSG/SK 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 565: 



Met Ala Asp Val Glu Asp Gly Glu Glu Thr Cys Ala Leu Ala Ser His 
-20 -15 -10 

Ser Gly Ser Ser Gly Ser Lys Ser Gly Gly Asp Lys Met Phe Ser Leu 
-5 1 5 10 

Lys Lys Trp Asn Ala Val Ala Met Trp Ser Trp Asp Val Glu Cys Asp 
15 20 " 25 

Tnr Cys Ala He Cys Arg Val Gin Val Met Asp A--:t Cys Xaa Arg Cys 
30 35 40 

Gin Ala Gly 
45 



{2) INFORMATION FOR SEQ ID NO: 566: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 28 amino acids 
(3J TYPE: AMINO ACID 
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(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN - 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

{0} DEVELOPMENTAL STAGE: Fetal 

(?) TISSUE TYPE: kidney 

(ix) FEATURE: ' ' 

(A) NAME/ KEY : sig_peptide 

(B) LOCATION: -26.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.7 

seq IIMFLLIIVCGSP/RP 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 566: 



Met ?he Lys Val Ala Ala Pro Pro Met Leu lie Xaa Xaa lie He Met 

-25 -20 - -15 

Phe Lea Leu He He Val Cys Gly Ser Pro Arg Pro 
-10 -5 1 



(2) INFORMATION FOR SEQ ID NO: 567: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 51 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM : Homo Sapiens 
(F) TISSUE TYPE: Muscle 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
(3) LOCATION: -21.. -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 3.6 

seq FXMCLWSLRNLFS/RC 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 567: 



Met Asp Phe Trp Asp Pro Ala Val Phe Xaa Met Cys Leu Trp Ser Leu 
-20 -15 -10 

Arg Asp. Leu Phe Ser Arg Cys Ser Pro Cys Leu Thr Glu He Ser Leu 
-5 15 10 

His Leu Val His Leu Thr Ala Glu Lys Lys Gin His Gly Ser Asn Asp. 
15 20 * 25 

Gly Ssr Ala 
30 
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(2) INFORMATION FOR SEQ ID NO: 568: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 38 amino acids 

(B) TYPE: AMINO ACID 
(D) .TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

<vi) ORIGINAL SOURCE: 

(AJ ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

{?} TISSUE TYPE: kidney 

<ix) FEATURE: 

(A) NAME/KEY: sig_peptide 
•B) LOCATION: -34. .-1 

;C) IDENTIFICATION METHOD: Von Heijne matrix 
(D; OTHER INFORMATION : score 3.6 

seq SVPLLSLSHSIGI/S? 

<xi) SEQUENCE DESCRIPTION: SEQ ID NO: 568: 



Met Ser Pro Ala Gly Lys His Asn Ser Glu Ser L/s Phe Thr Phe Phe 
-30 -25 -20 

Val Ala Leu Asp Gly Ser Val Pro Leu Leu Ser Leu Ser His Ser lie 
-15 -10 -5 

Gly lie Ser Pro Thr Arg 
1 



(2) INFORMATION FOR SEQ ID NO: 569: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 4 7 amino acids 
(3) TYPE: AMINO ACID 
( 0} TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 
(3) LOCATION: -17 . . -1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION : score 3.5 

seq LVCVGLHTEGPWG/RP 

(xii SEQUENCE DESCRIPTION: SEQ ID NO: 569: 
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Met His Trp Ala Leu Val Cys Val Gly Leu His Tr.r Giu Giy Pro Trp 

-15 -10 -5 

Gly Arg Pro Ser Gly Leu Ala Ser Ala Ser Gly Met Asp Arg Ala Arg 
1 5 10 15 

Gin Ala Ser Glu Leu Pro Pro Pro Gly Ala Ser Gin Thr Pro Gin . 

20 25 30 



(2) * INFORMATION FOR SEQ ID NO: 570: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 79 amino acids 

(B) TYPE: AMINO ACID 
{ D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney. 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION : -72. .-1 

(C) IDENTIFICATION METHOD: Von He.^ne matrix 
{ D) OTHER INFORMATION: score 3.5 

seq WFYIG3SLNGTRG/KR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 570: 



Met Phe Gly Ala Ala Ala Arg Ser Ala Asp Leu Val Leu Leu Glu Lys 
-70 -65 -60 

Asn Leu Gin Ala Ala His Gly Tyr Ala Gin Glu Asp Arg Glu Arg Met 
-55 -50 -45 

His Arg Xaa lie Val Ser Leu 'Xaa Gin Asn Leu Leu Asn Phe Met lie 
-40 -35 -30 -25 

Gly Ser lie Leu Asp Leu Trp Gin Cys Phe Leu Trp Phe Tyr lie Gly 

-20 -15 -10 

Ser Ser Leu Asn Gly Thr Arg Gly Lys Arg Val Pro Ala His Phe 
-5 1 5 



(2) INFORMATION FOR SEQ ID NO: 571: 

(i) SEQUENCE CHARACTERISTICS: 

(A; LENGTH: 30 amino acids 
(9) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 



(ii) MOLECULE TYPE: PROTEIN 
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(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 
(F) TISSUE TYPE: Heart - 

(ix) FEATURE: 

(A) NAME /KEY : sig_peptide 

(B) LOCATION: -27. .-1 

(C) IDENTIFICATION METHOD: Von Hei;;ne matrix 

(D) OTHER INFORMATION: score 3.5 

seq VVALLIVCDVPSA/SA 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 571: 



Met Ala Ala Arg Trp Arg Phe Trp Cys Val Ser Val Thr Met Val Val 

-25 -20 -15 

Ala Leu Leu lie Val Cys Asp Val Pro Ser Ala Ser Ala Arg 
-10 -5 



(2 J INFORMATION FOR SEQ ID NO: 572: 

(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 64 amino acids 
(3) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

(ii) MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY:* sig__pep'tide 
(3) LOCATION: -16. .-1 

(C| IDENTIFICATION METHOD: Von Heijr.e matrix 
(D) OTHER INFORMATION: score 3.5 

seq LLLQPSMIQEVWT/XY 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5*.:.: 



Met Val Val Leu Leu Leu Gin Pro Ser Met He Gin Glu Val Trp Thr 
-15 -10 -5 

Xaa Tyr Ala Asn Leu Phe His Ser Phe Phe Val Asp Asn Pro Phe Gin 
15 10 15 

Lys Glu Cys Phe His Gin Lys Asn Trp Tyr His He Thr Leu Met Gin 
20 25 30 

Arg Thr Val Gly Thr Trp Arg He Leu Pro Asn Phe Leu Lys His Asp 
35 -40 45 



(2) INFORMATION FOR SEQ ID NO: 573: 
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(i) SEQUENCE CHARACTERISTICS : 

(A) LENGTH: 86 amino acids 

(B) TYPE: AMINO ACID 
(D) TOPOLOGY: LINEAR 

{ii} MOLECULE TYPE: PROTEIN 

(vi) ORIGINAL SOURCE: 

(A) ORGANISM: Homo Sapiens 

(D) DEVELOPMENTAL STAGE: Fetal 

(F) TISSUE TYPE: kidney 

(ix) FEATURE: 

(A) NAME/KEY: sig_peptide 

(B) LOCATION: -31. .-1 

(C) IDENTIFICATION METHOD: Von Heijne matrix 

(D) OTHER INFORMATION: score 10.5 ■ 

seq LAVLLSLAPSASS/DI 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 573: 



Met Leu His Lea His Xaa Ser Cys Leu Cys Phe Arg Ser Trp Leu Pro 

-30 -25 -20 

Ala Met Leu Ala Val Leu Leu Ser Leu Ala Pro Sec Ala Ser Ser Asp 

-15 -10 -5 1 

He Ser Ala Ser Arg Pro Asn He Leu Leu Leu Met Ala Asp Asp Leu 

5 10 15 

Gly He Gly Asp He Gly Cys Tyr Gly Asn Asn T:.: Met Arg Thr Pro 

20 25 30 

Xaa He Asp Arg Leu Ala Glu Asp Gly Val Lys Leu Thr Gin His He 

35 40 45 



Ser Ala Ala Ser Leu Cys 
50 55 
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